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1 Biofilm-associated surface protein Staphylococcus aureus Q79LN3 7C7U 11292810; 34046916 Not Available Cell adhesion
2890081; 7905476
Type 1 fimbrin D-mannose specific adhesin L " . 7610040; 9278503; - .
2 (Protein FimH) Escherichia coli Strain K12 P08191 6YHW 16738553; 2900235: Mannose-binding Cell adhesion
1971261; 12010488
3 Fimbrial adhesin Proteus mirabilis Strain HI14320 B4EUK6 6Y4E 18375554, 32780778 Not Available Cell adhesion
. . . . . Strain ATCC 49840 / X "
4 Putative large adhesion protein (Lap) involved in Marinobacter nauticus DSM 8798 / CIP HBW6KS 6XI3 22689231; 31335890; Calcium ion binding Metal binding protein
biofilm formation 32984811
103578 / SP17
sgglhr}l/;g%:gslsz(; ! 18524787; 19589838;
5 Minor fimbrium subunit Mfa5 Porphyromonas gingivalis B2RHG5 6TNJ 24118823; 26001707; Not Available Cell adhesion
103683 / JCM 12257 26437277
/ NCTC 11834 / 2561
U - L . . 7610040; 9278503; . .
6 Fimbrin-like protein Fiml Escherichia coli Strain K12 P39264 6SWH 16738553; 6147250 Not Available Structural protein
8969508; 9384377
TasA anchoring / assembly protein (Biofilm 2507524; 10464223,
7 e o T ) Bacillus subtilis Strain 168 P40949 6QAY | 10559173; 16430695; Not Available Protein fibril
4 P P 16430696; 21477127,
23646920; 24488317
8 Sensor proteln_ SrrB (EC 2.7.13.3) (S_taphylococcal Staphylococeus aureus QoL523 6PAJ, 7JL6 11157922; 15060046, ATP blndlng, phospho_relay Membrane protein
respiratory response protein B) 32354997 sensor kinase activity
9 Uncharacterized fimbrial-like protein YdeQ Escherichia coli Strain K12 P77588 6MAP 9097?:?52};573?503: Not Available Sugar binding protein
DNA-binding Transcription
o ) Strain NCTC 8325 / PS 85504905 8824633; _ activator activity, phosph_o!'elay ) _ _
10 Transcriptional regulatory protein LytR Staphylococcus aureus 47 P60611 6M80 19502411; 23733465; response regulator activity, Signaling protein
25491472 Transcription cis-regulatory
region binding
Curli production assembly / transport component o " . 8817489; 8905232; . . .
1 CsgG Escherichia coli Strain K12 POAEA2 6L7C 9278503: 16738553 Identical protein binding Protein transport
7902712; 18524787
Strain ATCC 33277 / 8778568; 9786913;
Major fimbrium subunit FimA type-1 (Fimbrillin) Lo DSM 20709 / CIP 10377095; 12593606; .
12 (Fimbrilin) (Major fimbrial subunit protein type I) |~ °/Phyromonas gingivalis | 4n36g3" oM 12057 | B2RHS4 6JZK 15165251; 17675496; Structural molecule Cell adhesion
/ NCTC 11834 / 2561 17526848; 20530728;
23809984; 27062925
Strain ATCC 15692 / - -
DSM 22644 | CIP 8432708; 8378309 DNA-binding Transcription
. . P A . activator activity, sigma factor -
13 RNA polymerase sigma-H factor (Sigma-30) Porphyromonas gingivalis 104116 / JCM 14847 Q06198 6IN7 7961421; 10984043; tivity, T oti i Transcription
/ LMG 12228 / 1C / 7737518 o 'z‘lg’{m o it
PRS 101 / PAO1 gulatory reg 9
8459772; 8817489
. . . L . . 8905232; 9278503; . - .
14 Major curlin subunit Escherichia coli Strain K12 P28307 6G8C 16738553; 1357528: Identical protein binding Protein fibril
1677357; 17010156
Strain ATCC 15692 /
. . . DSM 22644 | CIP X .
15 Memy"accep“”iﬁs;r;‘f;::'st:r3°‘e'" TeQMRQ | oo nyromonas gingivalis | 104116 / JCM 14847 | Qol0l4 6FU4 10984;)3%2?;):7715, Not Available Signaling protein
P / LMG 12228 / 1C /
PRS 101 / PAO1
. " 11854202; 17720781;
- . - Strain Challis / ATCC ! '
Streptococcal hemagglutinin (Hs antigen) (Sialic " 6EFC, 8366515; 15213130; . .
16 acid-binding adhesin) Streptococcus gordonii 35105 / BCRC 15272 A8AWU7 6EFD, 6X3K | 19884334: 21071690: Not Available Cell adhesion
/ CH1 / DL1 / V288
27616700
Strain ATCC BAA-588 Hydrolase activity, acting on
17 Putative hemin storage protein Bordetella bronchiseptica / NCTC 13252 / AOAOH3LKK6 6AU1 12910271; 29684093 | carbon-nitrogen (but not peptide) Hydrolase
RB50 bonds
19607%780535%;'%267489523%31:' Autoinducer-2 kinase activity,
18 Autoinducer-2 kinase (Al-2 kinase) (EC 2.7.1.189) Escherichia coli Strain K12 P77432 5YA1 15601 708"17557827" phosphoTransferase activity, Structural protein
20025244 alcohol group as acceptor
Strain LT2 / . .
19 Putative outer Membrane protein Salmonella typhimurium SGSC1412 / ATCC Q8ZRK4 5Y9H 11677609’_ 16793551, Not Available Cell adhesion
700720 18448124; 29125121
Strain LT2 /
20 Putative fimbriae subunit Salmonella typhimurium SGSC1412 | ATCC Q7CR56 5Y9H 11677609; 29125121 Not Available Cell adhesion
700720
Putative ABC transporter, ATP-binding protein Streptococcus mutans Strain ATCC 700610 / 12397186; 20100826; ABC-type bacteriocin transporter
21 y Q8DWO05 5XE9 , ’ | activity, ATP binding, cysteine- Hydrolase

ComA

serotype C

159

23534432; 28642545

type peptidase activity
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HTH-type Transcriptional regulator RcdA L . . 8905232; 9278503; DNA binding transcription factor -
22 (Regulator of csgD) Escherichia coli Strain K12 P75811 5X5l 16738553: 23233451 activity Transcription
17038190; 21398535;
528, 6844, | 255105, 29040345,
23 CRISPR-associated protein Csy1 Pseudomonas aeruginosa Strain UCBPP-PA14 Qo2MLY 6B45, 6B47, ! N Not Available Immune system / RNA
6848, 6NEO 28985564; 28985564;
’ 28985564; 28985564;
30872121
17038190; 21398535;
5029, 6844, 210812725;32;22710533.6913;
24 CRISPR-associated protein Csy2 Pseudomonas aeruginosa Strain UCBPP-PA14 Q02MMO 6B45, 6B47, N N Not Available Immune system / RNA
6848 GNEQ | 28340340;28985564;28
’ 985564;28985564;
28985564; 30872121
17038190; 21398535;
5UZ9, 5XLO,| 21081758; 21536913;
5XLP, 6B44,| 22522703; 28340349;
25 CRISPR-associated protein Csy3 Pseudomonas aeruginosa Strain UCBPP-PA14 Q02MM1 6B45, 6B46, | 28574055; 28574055; Not Available Immune system / RNA
6B47, 6B48, | 28985564; 28985564;
6NEO 28985564; 28985564;
28985564; 30872121
8969508; 9384377;
3096962; 10368135;
Major biofilm matrix component (Spore coat- 10658653; 10049401;
26 associated protein N) (Translocation-dependent Bacillus subtilis Strain 168 P54507 50F1 10464223; 12429099; Identical protein binding Protein fibril
antimicrobial spore component) 16430695; 16430696;
20080671; 23646920;
29531041
Strain ATCC 33277 /
AP . . . 18524787; 19589838;
27 Minor fimbrium anchoring subunit Mfa2 (Minor | 5 o nas ingivais DSM 20709 / CIP B2RHG2 5NFI 26437277; 27062925; Not Available Cell adhesion
fimbrial antigen 2) 103683 / JCM 12257 20379120
/ NCTC 11834 / 2561
sgglhr}l/;g%:gslsz(; ! 18524787; 19589838;
28 Minor fimbrium tip subunit Mfa3 Porphyromonas gingivalis B2RHG3 5NF4 24118823; 26001707; Not Available Cell adhesion
103683 / JCM 12257 26437277; 29379120
/ NCTC 11834 / 2561 !
18524787; 9786913;
Strain ATCC 33277 / 11083792; 12593606;
" - . N P DSM 20709 / CIP 15972485; 19589838; . .
29 Minor fimbrium subunit Mfa1 (Pg-Il fim a) Porphyromonas gingivalis 103683 / JCM 12257 B2RHG1 5NF2, 5NF3 23809984 24118823 Not Available Cell adhesion
/ NCTC 11834 / 2561 26001707; 26437277;
29379120; 29379120
Strain ATCC 15692 / 8522505; 9353923;
DSM 22644 | CIP 5LTX. 5765 10984043; 16233808; Amino acid binding,
30 Methyl-accepting chemotaxis protein PctA Pseudomonas aeruginosa 104116 / JCM 14847 G3XD24 51:7M | 23650915; 27031335; transmembrane signaling Signaling protein
/ LMG 12228 / 1C / 30425146; 33097715; receptor activity
PRS 101 / PAO1 31964737
31 Regulatory protein Rsal. (Rsal protein) (Virulence | oo 1omonas aeruginosa QUX7H4 5J2Y 1902216; 10094696 DNA binding Gene regulation
gene repressor Rsal)
ATP binding, metal ion binding,
Strain NCTC 8325 / 10368139; 14762013; | phosphorelay response regulator
32 Sensor protein kinase WalK (EC 2.7.13.3) Staphylococcus aureus Q2G2u4 5181 17827301; 22825451; activity, phosphorelay sensor Transferase
PS 47 . " PR
27389096 kinase activity, protein kinase
activator activity
- L . . 2890081; 7610040; . .
33 Protein FimG Escherichia coli Strain K12 P08190 51Q0 9278503; 16738553 Not Available Cell adhesion
Strain ATCC 15692 /
DSM 22644 | CIP X .
34 2-heptyl-4(1H)-quinolone synthase subunit PgsB Pseudomonas aeruginosa 104116 / JCM 14847 Q9I4X2 5DWZ 10984043; 24239007; AcylTransferase activity Transferase
26811339
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 15692 / . .
. ) DSM 22644 / CIP 3»oxoacyl-[§cyl»camer»proteln]
35 2-heptyl-4(1H)-quinolone synthase subunit PqsC Pseudomonas aeruginosa 104116 / JCM 14847 Qol4x1 5DWZ 10984043; 24239007; | synthase activity, beta-ketoacyl- Transferase

(EC 2.3.1.230)

/ LMG 12228 / 1C /
PRS 101 / PAO1

26811339

acyl-carrier-protein synthase Il
activity
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Strain ATCC 33277 /
. - . . " 18524787, 19589838;
36 Minor fimbrium tip subunit MfA4 (Immunoreactive | oo\ 0 onoc dingivalis |, DSM 20709 7 CIP | popiias SDHM | 24118823; 26001707; Not Available Cell adhesion
32 kDa antigen) 103683 / JCM 12257 26437277 26972441
/ NCTC 11834 / 2561 !
Strain ATCC 15692 /
DSM 22644 | CIP
37 Fimbrial subunit CupB6 Pseudomonas aeruginosa 104116 / JCM 14847 Q9HWU7 5CYL 10984043; 27481165 Not Available Cell adhesion
/ LMG 12228 / 1C /
PRS 101 / PAO1
. " 17038190; 18952788; | ATP binding, helicase activity,
38 C::S"E’f‘_ff;’i‘;:;&”;’g'cegsf ’ _h)e('l';é‘s;scff Pseudomonas aeruginosa | Strain UCBPP-PA14 | QU2ML8 | 5B71,5GQH | 21398535; 21081758; | Hydrolase activity, Metal ion Hydrolase
P A 04 27455460; 27585537 binding
9097039; 9278503;
1%?8?22 lgggi;gg Carbon monoxide binding,
39 Diguanylate cyclase DosC (DGC) (EC 2.7.7.65) Escherichia coli Strain K12 POAASY 4ZVA | 19332833 21067162 | Diguanvlate cyclase activity, | gy brotein
(Direct oxygen-sensing cyclase) ! ’ GTP binding, heme binding,
20303158; 20553324; Metal ion binding, oxygen bindin
20576684; 22005448; 9. 0Xyg 9
26148715
Strain ATCC 15692 /
DSM 22644 / CIP ) , . )
40 PsIG Pseudomonas aeruginosa | 104116 / JCM 14847 | QOI1N2 4ZN2 10984;)325?3:1635, Hy"""afe E’Ct'lv"y' “ydr‘:j'yz'”g o Hydrolase
/ LMG 12228 / 1C / glycosyl compounds
PRS 101 / PAO1
Strain ATCC 15692 /
DSM 22644 / CIP Diguanylate cyclase activit
M GGDEF domain-containing protein Pseudomonas aeruginosa | 104116 / JCM 14847 |  Q9HWE9 4WX0 10984043 guanyiats cyclase activity, Transferase
Metal ion binding
/ LMG 12228 / 1C /
PRS 101 / PAO1
ATP binding, cis-regulatory
. region Sequence-specific DNA
Strain ATCC 15692 / Mg N -
DSM 22644 / CIP 10984043; 9287015, bln;r:ln::bcileil:-d'::snz:lTiglr?gY Transcriptional
42 Transcriptional regulator FleQ Pseudomonas aeruginosa 104116 / JCM 14847 G3XCVo 4WXM 11673434; 22581773; activator activ?t DNA-tzndin re ul'gtor
/ LMG 12228 / 1C / 26362077, 26712005 | o 8 B Y o activit 9
PRS 101 / PAO1 prion repr v,
Transcription cis-regulatory
region binding
. Strain NCTC 8325 / 11830639; 12634333; . .
43 Surface protein G Staphylococcus aureus PS 47 Q2G2B2 4WVE 14523109: 17660408 Not Available Structural protein
3141743; 10710307,
Neisseria meningitidis 413571; 8645220;
44 Fimbrial protein (Pilin) serogrou g Strain MC58 P05431 4v1J 7934852; 8993351; Not Available Cell adhesion
group 9515697; 17121595;
27698424
8294007; 8346018;
9278503; 16738553;
3058985; 7883164, DNA-binding Transcription
4UHJ 9351822; 9401031; activator activity, DNA-binding
- . L " . ’ 9473036; 10972835; Transcription factor activity, -
45 Transcriptional regulatory protein CpxR Escherichia coli Strain K12 POAES88 4U:ngL)HT 11830644; 16166523; | phosphorelay response regulator Transcription
! 17259177, 23416055; activity, Transcription cis-
25207645; 28552574; regulatory region binding
28552574; 30086390;
30086390
Actinobacillus
A tibact actinomycetemcomitan Hydrolase activity, acting on
46 PgaB Aggregatibacter s, Haemophilus A5HJW8 4U10 17851029 carbon-nitrogen (but not peptide) Hydrolase
actinomycetemcomitans N . 5 o
actinomycetemcomitan bonds, Metal ion binding
S
Strain ATCC 15692 /
DSM 22644 | CIP 2447060: 10984043 Calcium ion binding, complement
47 Outer membrane porin F Pseudomonas aeruginosa 104116 / JCM 14847 P13794 4RLC, 5U1TH . ; component C3b binding, porin |Peptide binding protein
25846137; 25846137 .
/ LMG 12228 / 1C / activity
PRS 101 / PAO1
Minor fimbrium tip subunit MfA4 (Immunoreactive T Strain ATCC BAA-308 12949112; 27062925; " .
48 32 kDa antigen PG49) Porphyromonas gingivalis 7 we3 Q7MXKO 4RDB 27062925 Not Available Structural protein
Strain ATCC 8482 /
DSM 1447 / JCM
- - . 5826 /| CCUG 4940 / 17579514; 27062925; . .
49 Fimbrium subunit Fim1C Phocaeicola vulgatus NBRC 14291 / NCTC A6L3B5 4QB7 27062925 Not Available Cell adhesion
11154 BacteroideS
vulgatuS
Major fimbrium subunit FimA type-4 (Fimbrillin) . ' .
50 (Fimbrilin) (Major fimbrial subunit protein type-4) | Porphyromonas gingivalis | SU8in ATCC BAAS08 | pegq1, aqes | 12949112; 23809984; Structural molecule Cell adhesion

(FimA4)

/ W83

27062925; 27062925
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Adhesin / invasin TibA autotransporter [Cleaved Strain H10407 / 10417177, 20802035;
51 into: Adhesin / invasin TibA (Glycoprotein TibA); Escherichia coli O78:H11 ETEC Q9XD84 4Q1Q 8039917; 11119488; Not Available Cell adhesion
Adhesin / invasin TibA translocator] 15784535; 25211077
Strain ATCC 15692 / 16232467; 10984043;
DSM 22644 / CIP 12506240; 18282104:
52 Phosphate-binding protein PstS Porphyromonas gingivalis 104116 / JCM 14847 G3XDA8 40MB 6436026"16232935" Phosphate ion binding Transport protein
/ LMG 12228 / 1G / 24023943; 25005086
PRS 101 / PAO1 ’
. 1625582; 15950405;
53 AIDA-l autotransporter (AIDA) [Cleaved into: Escherichia coli Q03155 AMEE 8899706; 10559167; Not Available Protein binding
Adhesin AIDA-I; AIDA-I translocator (AIDAc)]
15547278
12634333; 15784571;
11830639; 18800056;
- . . . 18621893; 19202081; . -
Serine-rich adhesin for platelets (Adhesin SraP) Strain NCTC 8325 / 4M00, 4M01, ! ’ P - Calcium binding
54 . Staphylococcus aureus Q2FUW1 20472795; 20714350; Calcium ion binding .
(Staphylococcus aureus surface protein A) (SasA) PS 47 4M02, 4M03 24901708: 24901708: protein
24901708; 24901708;
24901708
Strain ATCC 8492 /
DSM 6597 / CCUG
e - . ; . 4942 | CIP 103695 / . .
55 Putative fimbrium subunit Fim1C Bacteroides uniformis JCM 5828 / KCTC ATUZ95 4K4K 2.71E+15 Not Available Cell adhesion
5204 / NCTC 13054 /
VP10061
CapA (Capsular polysaccharide biosynthesis
protein CapA) (Capsular polysaccharide type 8 10496925: 16565080:
56 biosynthesis protein cap8A) (Capsule biosynthesis| g\ 1000006 aureus Q7BSA3 4JMP 24146800; 26048971; Not Available Transferase
protein CapA) (Chain length regulator (Capsular
A ! . 3305292524146800
polysaccharide biosynthesis)) (Membrane protein
CapB2)
Strain ATCC 8503 /
e - . " i DSM 20701 / CIP 17579514; 26972441; . .
57 Putative fimbrium tip subunit Fim1C Parabacteroides distasonis 104284 / JCM 5825 / A6LHQ6 4JG5 27062925: 27062925 Not Available Cell adhesion
NCTC 11152
. ATP binding, phosphorelay
58 Sensor protein VraS (EC 2.7.13.3) Staphylococcus aureus Strain ’\;I(‘)Jgggg ATCC Q7A2Q0 4GT8 11418146; 10708580 sensor kinase activity, protein Transferase
dimerization activity
. . 8824606; 23281037; . - Transcriptional
59 Exodeoxyribonuclease IIl (EC 3.1.11.2) Pseudomonas aeruginosa Q51380 4F1R 23717639: 30758287 Exodeoxyribonuclease lll activity regulator
Strain ATCC 8483 /
DSM 1896 / JCM
60 Putative fimbrium tip subunit Fim1C Bacteroides ovatus 5824 |/ BCRC 10623 / A7TM4E1 4EPS 27062925; Not Available Structural protein
CCUG 4943 / NCTC
11153
3007473; 3058985;
8346018; 9278503;
16738553; 2185221;
8432716; 7883164, ATP binding, Identical protein
9351822; 9401031; binding, phosphoprotein
61 Sensor histidine kinase CpxA (EC 2.7.13.3) Escherichia coli Strain K12 POAE82 4BIU 9473036; 10972835; phosphatase activity, Transferase
11830644; 15919996; phosphorelay sensor kinase
16166523; 17259177; activity
20005847; 21317318;
21239493; 25207645;
24492262
9384377, 8752328;
o . ; » . 18978066; 21742882; . .
62 Biofilm-surface layer protein A (ORF-1) Bacillus subtilis Strain 168 P71014 4BHU 22571672: 28701036+ Not Available Structural protein
23904481; 26324938
signaltransduction protein TRAP (Target of RNAIII- Strain NCTC 8325 / 11160124; 14726534; " . . .
63 activating protein) Staphylococcus aureus PS 47 Q2G2F3 4AE5 16177293 Not Available Signaling protein
11463916; 16861665;
18507531; 19202081;
64 Pneumococcal serine-rich repeat protein (PsrP) Streptococcus pneumoniae | Strain ATCC BAA-334 AOAOH2URK1 37GH 19627498; 20714350; DNA binding Structural protein

(Adhesin PsrP) (Serine-rich repeat protein PsrP)

serotype 4

| TIGR4

24936067, 28456649;
28246170; 24430336;
27582320
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23155410; 17090933;
- . 23893702; 27074146;
65 T:?e?sa:e“c’::i'fnpz";rei‘dzjfé?r:rtz‘\ogx@:’;) Acinetobacter spp. Strain Tol 5 K7ZP88 3WPA | 27305955; 28720107; Not Available Cell adhesion
P 4 P 31653547; 31972092;
26698633
Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- 8905232; 9278503; | carbon-nitrogen (but not peptide)
66 deacetylase (PGA N-deacetylase) (Poly-beta-1, 6- Escherichia coli Strain K12 P75906 3VUs 16738553; 15090514; bonds, Hydrolase activity, Hydrolase
GlcNAc N-deacetylase) (EC 3.5.1.-) 18359807 hydrolyzing O-glycosyl
compounds
8383113; 9097039;
. 9278503; 16738553, Diguanylate cyclase activity,
67 Dlgualg:itce:ey:;zse ggﬁzn(?g?c(igszezj'%) Escherichia coli Strain K12 P31129 3TVK 18713317; 19332833; GTP binding, Identical protein Transferase
Ty diguanylate cy 19460094; 20582742; binding, zinc ion binding
26148715; 23769666
Acyl-homoserine lactone acylase PvdQ (AHL 9 i acyl
acylase PvdQ) (Acyl-HSL acylase PvdQ) (EC Strain ATCC 15692 / ADP- ggiegdjglzggzg?;{” acyl
3.5.1.97) [Cleaved into: Acyl-homoserine lactone DSM 22644 | CIP 10984043; 16495538; H drolaseyactivity actiny‘on
68 acylase PvdQ subunit alpha (Acyl-HSL acylase Pseudomonas aeruginosa 104116 / JCM 14847 Q91194 3SRA 12207696; 14532048; cargon-nitro en (but’ not eg tide) Hydrolase
PvdQ subunit alpha); Acyl-homoserine lactone / LMG 12228 / 1C / 12686626 bonds ?n linear amiges
acylase PvdQ subunit beta (Acyl-HSL acylase PRS 101 / PAO1 Identiéal rotein bindin ’
PvdQ subunit beta)] P! 9
Fap1 adhesin (Adhesin Fap1) (Fimbriae- 10594831; 16997950;
69 associated protein Fap1) (Serine-rich repeat Streptococcus parasanguinis A1C3L3 3RGU 9632253; 20164186; Not Available Structural protein
protein Fap1) 20584910
Strain ATCC 8503 /
P i . . . DSM 20701 / CIP 17579514; 26972441, . .
70 Putative fimbrium tip subunit Fim1F Parabacteroides distasonis 104284 / JCM 5825 / ABLHQ9 3R4R 27062925: 27062925 Not Available Cell adhesion
NCTC 11152
Strain ATCC 33913 /
Xanthomonas campestris pv. | DSM 3586 / NCPPB . Diguanylate cyclase activity, . . .
7 Response regulator campestris 528 /| LMG 568 / P Q8P559 3Qyy 12024217; 22120736 nucleotide binding Signaling protein
25
12010500; 8366515;
3aC5 14729688; 15049820;
Platelet binding protein GspB (Adhesin GspB) 3QC6, 5IiJC 15489421; 19202081;
72 (Serine-rich adhesin for platelets) (Serine-rich Streptococcus gordonii Q939N5 ’ | 20714350; 21531800; Not Available Sugar binding protein
p 6EF7, 6EF9, . .
repeat protein GspB) 6EFA 26884191; 21765814;
21765814; 21765814;
21765814
73 Diguanytate cyclase VZ\M;;QSS) sensory domain (EC Shewanella oneidensis Strain MR-1 Q8EGBO0 3MFX 12368813 Diguanylate cyclase activity Transcription
Strain ATCC 15692 /
DSM 22644 / CIP 10984043: 18366254 Diguanylate cyclase activity,
74 Probable two-component response regulator Pseudomonas aeruginosa 104116 / JCM 14847 Q9HXT9 315C 196é5263 ’ Identical protein binding, Signaling protein
/ LMG 12228 / 1C / nucleotide binding
PRS 101 / PAO1
9278503; 16738553;
16768798; 16352847;
MRNA interferase toxin MgsR (EC 3.1.--) ;g?gg;;; gggg;?gi DNA binding protein /
75 (Endoribonuclease MgsR) (Motility quorum- Escherichia coli Strain K12 Q46865 3HI2 ! ; Endoribonuclease activity 9 P!
sensing regulator MgsR) (Toxin MgsR) 21516113; 21788497, toxin
g reg q q 29531044; 23432955;
23289863; 23172222;
25534751; 20041169
9278503; 16738553;
16768798; 19690171;
20105222; 19943910;
o L " . 21516113; 23432955; Metal ion binding, Sequence- DNA binding protein /
76 Antitoxin MgsA Escherichia coli Strain K12 Q46864 3HI2 23172222: 24212724 specific DNA binding toxin
25534751; 20823526;
20041169; 21068382;
22789559
Strain ATCC 15692 / 10984043; 2153661;
Anthraniloyl-CoA anthraniloylTransferase (EC DSM 22644 | CIP 3H76. 3H77 18728009; 21425231; | 3-oxoacyl-[acyl-carrier-protein]
77 2.3.1.262) (2-heptyl-4(1H)-quinolone synthase Pseudomonas aeruginosa 104116 / JCM 14847 P20582 3}l|78 | 22992202; 24239007, synthase activity, Transferase
PgsD) (PgsD) / LMG 12228 / 1C / 19694421; 19694421; acylTransferase activity
PRS 101 / PAO1 19694421;19694421
78 Diguanylate cyclase Geobacter sulfurreducens Strain ATCC 51573 / Q74FR4 3EZU 14671304 Diguanylate cyclase activity Signaling protein

DSM 12127 / PCA
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10984043; 12415289;
12909014; 15790314;
Strain ATCC 15692 / 15573375; 16438968;
DSM 22644 | CIP 17540045; 17623286; Carbohydrate binding, Metal ion
79 Fucose-binding lectin PA-IIL Pseudomonas aeruginosa 104116 / JCM 14847 QI9HYNS 3DCQ 19101469; 23719508; binding ' Sugar binding protein
/ LMG 12228 / 1C / 27308201; 26898721;
PRS 101 / PAO1 29896342; 29147502;
29163899; 30830745;
31146126
80 Pilin (Lancefield T antigen) (Filus backbone Streptococcus pyogenes QOA1S2 3B2M, 1;?3?32? 12822332 Not Available Structural protein
Structural protein) serotype M1 3GLD, 3GLE 18063798
Biofilm operon icaADBC HTH-type negative Strain ATCC 35984 / 8809760; 15774886; - -
81 Transcriptional regulator Ic_aR (Intercellular Staphylococcus epidermidis RP62A Q5HKQ1 2ZCM 12142410; 18208836 DNA binding Transcription
adhesion protein R)
7635808; 7635807
Lipoprotein NIpE (Copper homeostasis protein L " . 9278503; 16738553; . L Signaling protein
82 CutF) Escherichia coli Strain K12 P40710 2Z4H, 2741 | 11830644; 15252048, Identical protein binding activator
17698001; 17698001;
17698001
17038190; 21398535;
21081758; 21536913;
22;%"( ii(\t‘; 20829488; 22522703;
) 4AL6,’4AL7: 20829488; 20829488; .
83 CRISPR-associated endonuclease Cas6 / Csy4 Pseudomonas aeruginosa Strain UCBPP-PA14 Q02MM2 5079, 6844, 208294881 22522703Z Endonuclea.se Iactlvny, RNA Immune system / RNA
(EC3.1.--) 6B45. 6B46 22522703; 22522703; binding
6547’ GB48I 28340349; 28985564;
6[\’IEO '| 28985564; 28985564;
28985564; 28985564;
30872121
11677609; 21859856;
2WPQ, 24369174; 18093992;
2WPR, 19805097; 23213248;
Autotransporter adhesin SadA (Salmonella Strain LT2 / 2WPS, 19805097
84 adhesin A) (Type 5 secretion system Salmonella typhimurium SGSC1412 / ATCC Q8zL64 2YNY, 19805097;19805097; Not Available Membrane protein
autotransporter SadA) 700720 2YNZ, 2YOO0,| 23213248; 23213248;
2YO1,2Y02,| 23213248; 23213248;
2YO83, 3ZMF 23213248;
23213248;18093992
2153661; 10984043;
12426334; 18776012;
2Q0l, 2Q0J, ! q
Strain ATCC 15692 / 2VW8, 25960261f 27851827i
! ) DSM 22644 / CIP 3DH, 5HIO,| 19788310;20419351; .
85 2-am|n0benzoylac;t1y|;3302A thioesterase (EC Pseudomonas aeruginosa 104116 / JCM 14847 P20581 5HIP, 5HIQ, 27082157f 19788310z Beta—lactgmas_e a_ctlvny. Metal Hydrolase
.1.2.32) / LMG 12228 / 1C / 5HIS, 19788310; 20419351; ion binding
PRS 101 / PAO1 7KGW, 19788310; 27082157,
7KGX 27082157; 27082157;
27082157; 33793200;
33793200
9278503; 16738553;
Probable two-component-system connector protein L . . 15470704; 17511876; - .
86 Escherichia coli Strain K12 P75993 20XL 18174134; 19172264; DNA binding Gene regulation

AriR

19240136; 17765265;
17765265
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87

Transcription antitermination protein RfaH

Escherichia coli

Strain K12

POAFWO

20UG,
50ND,
6C6S, 6C6T

1584020; 1379743;

9278503; 16738553;
8606157; 8951819;

9171395; 9426123;
10660066; 12007406;
11983161; 164524 14;
17434131; 17434131;
29741479; 29887376;

29887376

Bacterial-type RNA polymerase
core enzyme binding, DNA
binding, Transcription
antitermination factor activity,
DNA binding, translation
activator activity

Transcription

88

High-affinity zinc uptake system binding-protein
ZnuA

Bacillus subtilis

Strain 168

034966

201E

9274031; 9384377,
9811636; 12426338;
14730579; 21813502;

22882210

Metal ion binding

Structural protein

89

Curli production assembly / transport component
CsgE

Escherichia coli

Strain K12

POAE95

2NA4

8817489; 8905232;
9278503; 16738553

Identical protein binding

Chaperone / protein
transport

90

Type-1 fimbrial protein, A chain (Type-1A pilin)

Escherichia coli

Strain K12

P04128

2M5G

2858471; 6147250;
7610040; 9278503;
16738553

Identical protein binding

Structural protein

91

Sensor protein QseC (EC 2.7.13.3)

Escherichia coli

Strain K12

P40719

2KSE, 3JZ3

9278503; 16738553;

11929534; 15919996;

16352847; 20498088;
20594156

ATP binding, phosphorelay
sensor kinase activity

Transferase

92

Protein FimF

Escherichia coli

Strain K12

P08189

2JMR

2890081; 7610040;
9278503; 16738553;
1970114

Not Available

Cell adhesion

93

Competence stimulating peptide (Competence
stimulating protein)

Streptococcus mutans

Q99Qls5

212J

11208787; 16936029

Pheromone activity

Signaling protein

%4

Toxin YoeB (EC 3.1.-.-) (Putative
endoribonuclease YoeB) (Putative mRNA
interferase Yoeb)

Escherichia coli

Strain K12

P69348

2A6Q, 2A6R,
2ABS, 4V8X,
6NY6

9278503; 16738553;
14672926; 15009896;
15980067; 16768798;
17170003; 18854355;
19028895; 19124462;
19400780; 21788497;
29531044; 16109374;
16109374; 16109374;
16109374; 23945936;
31501867

Endoribonuclease activity,
endoribonuclease activity,
producing 3'-
phosphomonoesters, ribosomal
small subunit binding, RNA
binding

Ribosome

95

Antitoxin YefM

Escherichia coli

Strain K12

P69346

2A6Q

9097040; 9278503;

16738553; 6170941;
7567469; 14672926;
15009896; 15980067;
16768798; 17170003;
19028895; 19400780;
16109374; 16109374

Sequence-specific DNA binding,
toxic substance binding

Toxin inhibhitor

96

Global transcriptional regulator Spx (Redox-
responsive Transcription factor Spx) (Suppressor
of clpP and clpX) (Spx)

Bacillus subtilis

Strain 168

031602

1Z3E, 3GFK,
3IHQ, 6GHB,
6GHO

9384377, 11544224;
11703662; 12028382;
12057962; 12642660;
14597697; 15659166;
16885442; 17158660;
17434969; 17908206;
18662407; 18687074,
19074380; 22307755;
23894131; 24417481;
24942655; 29271514;
30001325; 30718304;
30830258; 31655740;
16249335; 19580872;
20084284; 30982633;
16249335; 19580872;
20084284; 30982633;
30982633

Not Available

Protein binding
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97

Carbon storage regulator (Translational dual
regulator CsrA)

Escherichia coli

Strain K12

P69913

1Y00, 5238

8393005; 8604133;

9205837; 9278503;

16738553; 7751274;
7493933; 9211896;
11298291; 11741870;
12193630; 12067347;
12694612; 16352847,
16923806; 18223068;
18713317; 19103924;
19460094; 21488981;
21696456; 28851853;
28924029; 25833324;
15866937; 15866937,

29567971

mRNA 5-UTR binding

RNA binding protein

98

Translational regulator CsrA (Carbon storage
regulator) (Global Translational regulatory protein
RsmA)

Pseudomonas aeruginosa

Strain ATCC 15692 /
DSM 22644 / CIP
104116 / JCM 14847
/ LMG 12228 / 1C /
PRS 101 / PAO1

069078

1VPZ

11673439; 10984043;
15126453; 16359708;
16104018

mRNA 5'-UTR binding

RNA binding protein

99

Endoribonuclease toxin MazF (EC 3.1.27.-) (Toxin
MazF) (mRNA interferase MazF)

Escherichia coli

Strain K12

POAE70

1UB4,
3NFC,
5CK9,
5CKB,
5CKD,
5CKE,
5CKF,
5CKH,
5C07,
5CQX,
5CQY, 5CR2

2844820; 8226627;
9278503; 16738553;
8650219; 11071896;
11222603; 12123459;
12972253; 15150257;
15576778; 15316771,
15537630; 15837428;
16390452; 17962566;
18310334; 18854355;
19251848; 19707553;
21944167; 21419338;
21788497; 29531044;
20005847; 22412352;
23432955; 23416055;
23280569; 243754 11;
25564525; 19215780;
26395283; 12718874;
16413577, 12718874,
27026704; 27026704;
27026704; 27026704;
27026704; 27026704;
27026704; 27026704;
27026704; 27026704

DNA binding, endoribonuclease
activity, protein
homodimerization activity,
protein-containing complex
binding, RNA binding

Hydrolase

100

O-acetyl-ADP-ribose deacetylase (EC 3.1.1.106)
(Regulator of RNAse llI activity)

Escherichia coli

Strain K12

POA8D6

1SPV

8905232; 9278503;
16738553; 19141481;
21257746; 24267348;
25546632; 28034758;
28582517, 26481419

Deacetylase activity,
endoribonuclease inhibitor
activity, enzyme binding, O-
acetyl-ADP-ribose deacetylase
activity, purine nucleoside
binding

Structural protein

101

Surface composition regulator

Escherichia coli

Strain K12

P26649

1RRZ

1324388; 9205837;
9278503; 16738553;
23537328; 9208918;

15161493

Not Available

Structural protein

102

Type IV major pilin protein PilA (Pilin)

Pseudomonas aeruginosa

Strain ATCC 15692 /
DSM 22644 | CIP
104116 / JCM 14847
/ LMG 12228 / 1C /
PRS 101 / PAO1

P04739

1PAO

2997119; 10984043;
8330261; 8845350;
1429457, 9282737,

23266901; 26041805;

27162347; 31431558

Not Available

Fimbrial protein

103

Al-2 transport protein TqsA (Transport of quorum-
sensing signal protein)

Escherichia coli

Strain K12

POAFS5

9097039; 9278503;
16738553; 15919996;
16385049

Efflux transmembrane
transporter activity

Not Available

104

HTH-type quorum sensing-dependent
Transcriptional regulator VjbR

Brucella melitensis biotype 1

Strain 16M / ATCC
23456 / NCTC 10094

Q8YAY5

11756688; 16008582;
17056750; 17557825;
20529360

DNA binding

Not Available

105

Sensory / regulatory protein RpfC (EC 2.7.13.3)

Xanthomonas campestris pv.
campestris

Strain 8004

POCOF7

11123673; 15899963;
1645442; 12960398;
16611728; 28784774,
16940295; 20231439;
28369120

ATP binding, phosphorelay
sensor kinase activity

Not Available

106

Exopolyphosphatase (ExopolyPase) (EC 3.6.1.11)
(Polyphosphate:ADP phosphoTransferase)
(PolyP:ADP phosphoTransferase) (EC 2.7.4.1)

Pseudomonas aeruginosa

Strain ATCC 15692 /
DSM 22644 / CIP
104116 / JCM 14847
/ LMG 12228 / 1C /
PRS 101 / PAO1

Q9ZN70

10382967; 10984043;
26576296

Exopolyphosphatase activity,
polyphosphate kinase activity,
pyrophosphatase activity

Not Available




Classification as per UniProt

Classification of

Target ID Bacterial Protein Name Organism Name Strain UniProt ID PDB ID PubMed ID GO Molecular Function Function as per PDB
Strain ATCC 15692 / 10984043; 12499175;
DSM 22644 / CIP 15882421; 18684246. | DNA binding, phosphorela
107 Two-component response regulator PprB Pseudomonas aeruginosa | 104116 / JCM 14847 |  QOHWA4 - ; ; 9, phospnore'ay Not Available
19151143; 21091863; response regulator activity
/ LMG 12228 / 1C / 23209420: 31492668
PRS 101 / PAO1 !
Strain Challis / ATCC 17720781; 8366515;
108 Platelet adherence protein A (Adhesin PadA) Streptococcus gordonii 35105 / BCRC 15272 ABAZP4 - 19884334; 21071690; Not Available Not Available
/ CH1 / DL1 / V288 24136582; 27616700
o . Iron ion binding, S-
109 S-ribosylhomocysteine lyase Listeria monocytogenes Strain ATCC BAA-679 Q8Y719 - 12039883; 11679669 ribosylhomocysteine lyase Not Available
serovar 1/2a / EGD-e activity
Adhesin Ata autotransporter (Acinetobacter sg:gg;:;:;lezg ! 17344419: 22825448:
110 trimeric autotransporter) (Type 5 secretion system Acinetobacter baumannii 1025 / NCDC KC755 A3M3HO - 22609912 Not Available Not Available
autotransporter Ata)
1 5377
111 Uncharacterized protein Desulfitobacterium hafniense Strain Y51 Q24NU6 - 16513756 Not Available Not Available
N 4 AN . . ~ Hydrolase activity, acting on
112 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. GM25 J2X9J6 - 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
113 Uncharacterized protein Limosilactobacillus mucosae AOAODACKI7 - 22887668 Not Available Not Available
. Strain Tohama | / .
114 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Bordetella pertussis ATCC BAA-589 / Q7VX6s - 12910271 Acetyl glucosaminy! transferase Not Available
(Poly-beta-1, 6-Glcc synthase) (EC 2.4.1.-) activity
NCTC 13251
Strain Tohama | /
115 Uncharacterized protein Bordetella pertussis ATCC BAA-589 / Q7vy41 - 12910271 Not Available Not Available
NCTC 13251
116 Motility guorum-sensing regulator MgsR Pseudomonas spp. S35 AO0ABIBVNC7 - 25398872 Not Available Not Available
117 Type |l toxin-antitoxin system MgsR family toxin Pseudomonas caspiana A0A502JPJ4 - 31206918 Not Available Not Available
Strain Tohama | / Hydrolase activity, acting on
118 Putative hemin storage protein Bordetella pertussis ATCC BAA-589 / Q7vXe4 - 12910271 carbon-nitrogen (but not peptide) Not Available
NCTC 13251 bonds
Strain ATCC 8724 /
DSM 4798 / JCM
119 Surface composition regulator Kilebsiella oxytoca 20051 / NBRC 3318 /| AOAOH3H1S4 - 22493189 Not Available Not Available
NRRL B-199 / KCTC
1686
120 Uncharacterized protein Serpentinomona mccroryi AOA060NNA1 - 24845058 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - I _ Acetyl glucosaminyl transferase .
121 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Cupriavidus gilardii CR3 AOAOM4KYJ3 26301592 activity Not Available
122 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas viciae AOA4P7PAA43 - 30941113 Not Available Not Available
biosynthesis protein PgaD
123 Poly-beta-1, 6-N-acetyl-D-glucosamine Sedimenticola spp. AOA7C1YJ10 - 31911466 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
124 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas viciae AOA4P7PA38 30941113 activity Not Available
125 Type |l toxin-antitoxin system MgsR family toxin Pseudomonas gessardii AQA7Y1QPP7 - 32587583 Not Available Not Available
126 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas gessardii AOA7YTMQNO -~ 32587583 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
127 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Sedimenticola spp. AOA7C1YCS2 31911466 activity Not Available
N 1 AN . . ~ Hydrolase activity, acting on
128 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas gessardii AOA7Y1MR48 - 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
129 Uncharacterized protein Cupriavidus gilardii CR3 AOAOM3SW47 - 26301592 Not Available Not Available
N 4 AN . . ~ Hydrolase activity, acting on
130 Poly-beta-1, 6-N-acetyl-D-glucosamine N Sedimenticola spp. AOA7C1YIT8 - 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
131 Poly-beta-1, 6-N-acetyl-D-glucosamine Candidatus Desulfofervidus AOA7COY839 - 31911466 Not Available Not Available
biosynthesis protein PgaD auxilii
132 Putative membrane protein Bordetella bronchiseptica 253 AOAOC6P5Z7 - 23051057 Not Available Not Available
133 Surface composition regulator Kiebsiella pneumoniae Strain HS11286 | AGAOH3GYK7 | - 22408243 Not Available Not Available
subspp. pneumoniae
134 Hemin storage system HmsS protein Kiebsiella pneumoniae Strain HS11286  |AOAOH3GQET| - 22408243 Not Available Not Available
subspp. pneumoniae
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Klebsiella pneumoniae . - Acetyl glucosaminyl transferase .
135 (Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) subspp. pneumoniae Strain HS11286 AOAOH3GH44 22408243 activity Not Available
136 Uncharacterized protein Collinsella aerofaciens AO0ABN9JJBS - 31477907 Not Available Not Available
137 Motility quorum-sensing regulator Escherichia coli 017:K52:H18 S"a"l‘afp'vl'a"g)ze ! B7ND13 -~ 19165319 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas spp. - Acetyl glucosaminyl transferase .
138 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) CFBP13528 AOA4USIFB2 31040301 activity Not Available
Hydrolase activity, acting on
139 Outer membrane N-deacetylase Pseudomonas spp. Strain M1 W5IKV6 - 10388678; 23405299 | carbon-nitrogen (but not peptide) Not Available
bonds
Hydrolase activity, acting on
140 Polysaccharide deacetylase Burkholderia spp. TJI49 FOFYV7 - 23653265 carbon-nitrogen (but not peptide) Not Available
bonds
141 mRNA interferase MgsR Pseudomonas spp. Strain M1 WS5IYY9 - 10388678; 23405299 Not Available Not Available
. Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Stenotrophomonas spp. - L . .
142 deacetylase PgaB ZAC14D1_nalMi4_6 AOA3Q8FCT2 29765358 carbon nltroggrl;rfs:t not peptide) Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Stenotrophomonas spp. _ Acetyl glucosaminyl transferase .
143 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) ZAC14D1_nalMi4_6 ADA3QBFB36 20765358 activity Not Available
Strain ATCC 9637 /
CCM 2024 / DSM
144 Predicted inner membrane protein Escherichia coli 11138‘?2’\42510100?0 ! E0IZ23 - 21208457 Not Available Not Available
NCIMB 8666 / NRRL
B-766 /| W
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
145 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Burkholderia spp. TJI49 FOFYV6 23653265 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. _ . .
146 biosynthesis protein PgaD CFBP13528 A0A4U3IG94 31040301 Not Available Not Available
147 Uncharacterized protein Burkholderia spp. TJI49 FOFZG2 - 23653265 Not Available Not Available
148 Uncharacterized protein Gordonibacter urolithinfaciens AOA7KOIDQ7 - 31477907 Not Available Not Available
N 1 AN N . ~ Hydrolase activity, acting on
149 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. A0A4U3IGQS5 - 31040301 carbon-nitrogen (but not peptide)|  Not Available

deacetylase PgaB

CFBP13528

bonds
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150 Uncharacterized protein C""”d"d""t;’;;g;"i’i”a’ga”"a AOAOABP4A5 - 27199933 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
151 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. S35 AOA6IBVSZ2 -~ 25398872 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
152 Lipoprotein for biofilm formation Bacillus pumilus Strain SAFR-032 ABFF48 - 17895969 Not Available Not Available
153 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. S35 AOABIBVN30 -~ 25398872 Not Available Not Available
biosynthesis protein PgaD
154 Uncharacterized protein Ca”d’dais’:légﬁ:”a’ga”’a AOAOABPBAS - 27199933 Not Available Not Available
155 Uncharacterized protein C""”d"d""t;’;;g;"i’i”a’ga”"a AOAOAGS368 - 27199933 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
156 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. S35 AOABI6VPES 25398872 activity Not Available
: . Gamma proteobacterium - . .
157 Uncharacterized protein HTCC5015 B5JTY1 20472792 Not Available Not Available
158 Uncharacterized protein Bacteroidetes bacterium AOA7C5HKGS - 31911466 Not Available Not Available
G teobacteri Hydrolase activity, acting on
159 YcdR amma proteobacterium B5JTX9 - 20472792 carbon-nitrogen (but not peptide) Not Available
HTCC5015 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Gamma proteobacterium - Acetyl glucosaminyl transferase .
160 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) HTCC5015 BsJTYO 20472792 activity Not Available
161 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas gessardii AOA7Y1MQRO _ 30587583 Acetyl glucosaminyl transferase Not Available
(Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) g activity
Strain ATCC 13048 /
DSM 30053 / JCM . .
1235 | KCTC 2190 / Hydrolase activity, acting on
162 Outer membrane N-deacetylase Klebsiella aerogenes NBRC 13534 / AOAOH3FMM8 - 22493190 carbon-nitrogen (but not peptide) Not Available
NCIMB 10102 / NCTC bonds
10006
163 Toxin-antitoxin system, toxin component Nitrosomonadales bacterium AOAB58BNF9 - 29662147 Not Available Not Available
164 Type Il toxin-antitoxin system MgsR family toxin Pseudomonas viciae AOA4P7PLV8 - 30941113 Not Available Not Available
Hydrolase activity, acting on
165 Outer membrane N-deacetylase Cupriavidus gilardii CR3 AOAOM5KLW7 - 26301592 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
166 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Rhodocyclaceae bacterium AOA7C6EVQ62 32123542 activity Not Available
. . o Strain ATCC 39315 / . - .
167 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QIKTK2 - 10952301 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
168 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Xenorhabdus stockiae AOA2DOKWC7 28993611 activity Not Available
169 Uncharacterized protein Lachnospiraceae bacterium AOA3CIWTK7 - 30148503 Not Available Not Available
TR . Strain ATCC 39315 / _ Diguanylate cyclase activity, .
170 Histidinekinase (EC 2.7.13.3) Vibrio cholerae serotype O1 El Tor Inaba N16961 QIKLP6 10952301 protein histidine kinase activity Not Available
. . o Strain ATCC 39315 / . - .
171 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KM29 - 10952301 Diguanylate cyclase activity Not Available
. . o Strain ATCC 39315 / . - .
172 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KSA6 - 10952301 Diguanylate cyclase activity Not Available
. . o Strain ATCC 39315 / . - .
173 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QI9KT76 - 10952301 Diguanylate cyclase activity Not Available
. . o Strain ATCC 39315 / . - .
174 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KMV1 - 10952301 Diguanylate cyclase activity Not Available
. . o Strain ATCC 39315 / . - .
175 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QI9KRN7 - 10952301 Diguanylate cyclase activity Not Available
. . - Strain ATCC 39315 / _ Diguanylate cyclase activity, .
176 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QI9KSPO 10952301 Metal ion binding Not Available
. . o Strain ATCC 39315 / . - .
177 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KS87 - 10952301 Diguanylate cyclase activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
178 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacter kobei AOA2J0PG21 - 29088362 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
. . o Strain ATCC 39315 / . - .
179 Sensory box / GGDEF family protein Vibrio cholerae serotype O1 EIl Tor Inaba N16961 QOKL11 - 10952301 Diguanylate cyclase activity Not Available
. . o Strain ATCC 39315 / . - .
180 Sensory box / GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QIKPJ7 - 10952301 Diguanylate cyclase activity Not Available
181 Poly-beta-1, 6-N-acetyl-D-glucosamine Xenorhabdus stockiae AOA2DOKWD2 - 28993611 Not Available Not Available
biosynthesis protein PgaD
. . o Strain ATCC 39315 / . - .
182 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KSS1 - 10952301 Diguanylate cyclase activity Not Available
. . o Strain ATCC 39315 / . - .
183 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QIKL98 - 10952301 Diguanylate cyclase activity Not Available
. . o Strain ATCC 39315 / . - .
184 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QIKTO1 - 10952301 Diguanylate cyclase activity Not Available
185 Poly-beta-1, 6-N-acetyl-D-glucosamine Lachnospiraceae bacterium AOA3DODPQ1 - 30148503 Not Available Not Available
biosynthesis protein PgaD
. . o Strain ATCC 39315 / . - .
186 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QIKNN4 - 10952301 Diguanylate cyclase activity Not Available
. . o Strain ATCC 39315 / . - .
187 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KM32 - 10952301 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
188 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. AOASDANTYE 30148503 activity Not Available
189 mRNA interferase MgsR Pseudomonas spp. AOA3DOJRX8 - 30148503 Not Available Not Available
190 Surface composition regulator Salmonella agona Strain SL483 B5F692 - 21602358 Not Available Not Available
191 mRNA interferase MgsR Pseudomonas spp. ADA355RA73 - 30148503 Not Available Not Available
192 Type Il toxin-antitoxin system MgsR family toxin Pseudomonas spp. AOA3D1VUK6 - 30148503 Not Available Not Available
193 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. AOA3DANT61 - 30148503 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
194 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Xenorhabdus budapestensis AOA2D0J1F4 28993611 activity Not Available
195 Poly-be.ta-1, 6-N».acetyl-l?»glucosam|ne Priestia megaterium Bacillus megaterium | AOA2T7JNY8 - 31228823 Not Available Not Available
biosynthesis protein PgaD
Strain CFT073 / Hydrolase activity, acting on
196 Hypothetical lipoprotein ycdR Escherichia coli O6:H1 ATCC 700928 / AOAOH2V5Y9 - 12471157 carbon-nitrogen (but not peptide) Not Available
UPEC bonds
Putative polysaccharide deacetylase associated Ralstonia sol. Hydrolase activity, acting on
197 utative polysacch acetyl > alstonia solanacearum D8NG92 -~ 20550686 carbon-nitrogen (but not peptide) Not Available
with biofilm formation putative lipoprotein (PgaB) CMR15 bonds
198 Type Il toxin-antitoxin system MgsR family toxin Desulfovibrio spp. AOA3D4GJY3 - 30148503 Not Available Not Available
199 Uncharacterized protein Serpentinomonas raichei AOAOB60NIR8 - 24845058 Not Available Not Available
200 Putative transmembrane protein Ralstanlacijéa"/;acearum D8NG94 - 20550686 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Ralstonia solanacearum _ Acetyl glucosaminyl transferase .
201 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) CMR15 DeNGe3 20550686 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Strain CFT073 / Acetyl glucosaminyl transferase
202 v : y-o-g it Escherichia coli O6:H1 ATCC 700928 / | AOAOH2V816 - 12471157 V9 Y Not Available

(Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-)

UPEC

activity
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. . . Hydrolase activity, acting on
203 Putative polysaccharide deacetylase Kiebsiella pneumoniae Strain ATCC 700721 / ABTH34 - 11677609 carbon-nitrogen (but not peptide) Not Available
subspp. pneumoniae MGH 78578 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Kilebsiella pneumoniae Strain ATCC 700721 / N Acetyl glucosaminyl transferase .
204 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) subspp. pneumoniae MGH 78578 ABTHS3 11677609 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . Pediococcus - Acetyl glucosaminyl transferase .
205 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Tetragenococcus halophilus halophilus AOA3G5FLQ7 21357458 activity Not Available
206 Uncharacterized protein Hydrogenophaga spp. AOA350SRA6 - 30148503 Not Available Not Available
Strain CFT073 /
207 Uncharacterized protein Escherichia coli O6:H1 ATCC 700928 / AOAOH2V5Z5 - 12471157 Not Available Not Available
UPEC
208 Surface composition regulator Edwardsiella ictaluri Strain 93-146 C5B9Z2 - 22247535 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
209 Poly-beta-1, 6-N-acetyl-D-glucosamine N Tatumella spp. OPLPL6 AOA2GSBYLS - 29067021 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
. - . . . Strain DSM 10527 / . - .
210 GGDEF domain-containing protein Rhodopirellula baltica NCIMB 13988 / SH1 Q7UJ25 - 12835416 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
211 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Tatumella spp. OPLPL6 AO0A2G8BYM4 29067021 activity Not Available
212 Probable two-component response regulator Rhodopirellula baltica Strain DSM 10527 / Q7URT2 - 12835416 Diguanylate cyclase activit; Not Available
P P 9 P NCIMB 13988 / SH1 guanylate cv Y
. . . . Strain DSM 10527 / . - .
213 GGDEF family protein Rhodopirellula baltica NCIMB 13988 / SH1 Q7UIF2 - 12835416 Diguanylate cyclase activity Not Available
. . . . Strain DSM 10527 / . - .
214 Uncharacterized protein Rhodopirellula baltica NCIMB 13988 / SH1 Q7uwz9 - 12835416 Diguanylate cyclase activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
215 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter seifertii N8SCM4 -~ 25563912 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
216 Surface composition regulator Salmonella .enterfca subspp. Urbana Str. R8-2977 G5S8153 - 21859443 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase " L _ Acetyl glucosaminyl transferase .
217 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Mammaliicoccus fleurettii AOA3A010Q2 28066335 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
218 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Aerococcus urinaehominis AOA109RGK8 27103727 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Stenotrophomonas geniculata - Acetyl glucosaminyl transferase .
29 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) N1 AOAOLBAEC2 22689240 activity Not Available
220 Uncharacterized protein Ca"d’da’g:nf::;i”“bam’ AOA163WHS5 - 27058503 Not Available Not Available
221 Hemin storage protein Ste”"t’opho’"ﬁ’;as geniculata AOAOLBAEST - 22689240 Not Available Not Available
. . Novosphingobium - . .
222 Uncharacterized protein nitrogenifigens DSM 19370 F1zCu9 22156397 Not Available Not Available
223 Surface composition regulator Salmonella dublin AOA3T3IH62 - 30286803 Not Available Not Available
. Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Stenotrophomonas spp. _ - N .
224 deacetylase PgaB YAU14A_MKIMI4_1 AOA7U5WKB3 29765358 carbon: nltrogzgn(g:t not peptide) Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
225 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas proteolytica AOA7Y1GX08 32587583 activity Not Available
226 mRNA interferase MgsR Lautropia spp. SCN 69-89 AOA1D2SFM5 - 26031303 Not Available Not Available
227 Poly-beta-1, 6-N-acetyl-D-glucosamine Lautropia spp. SCN 69-89 AOA1D2SJT2 - 26031303 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
228 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas proteolytica AOA7Y1E338 32587583 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. . . "
229 biosynthesis protein PgaD YAUT4A MKIMI4 1 AOA7UBAE53 29765358 Not Available Not Available
230 Poly-beta-1, 6-N-acetyl-D-glucosamine Candidatus Acoumulibacter AOA3D3NIES -~ 30148503 Not Available Not Available
biosynthesis protein PgaD Spp.
231 Surface composition regulator Pectobacterium peruviense AOAQJ5XXP7 - 26251497 DNA binding, DNA-directed DNA| ¢ Available
polymerase activity
Mannheimi Hydrolase activity, acting on
232 CDA1 protein fannheimia Strain MBEL55E Q65TJ0 - 15378067 carbon-nitrogen (but not peptide) Not Available
succiniciproducens bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
233 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pectobacterium peruviense AOA0J5XL48 26251497 activity Not Available
234 MRNA interferase MgsR Candidatus S*:)'“;C“’"””ba“e’ AOA3D6DTJ4 - 30148503 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Burkholderia multivorans _ Acetyl glucosaminyl transferase .
25 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) BOBJTS 23105085 activity Not Available
236 Hemin storage protein Pectobacterium peruviense ADA0J5XP71 - 26251497 Not Available Not Available
237 Uncharacterized protein Lautropia spp. SCN 69-89 A0A1D2SI36 - 26031303 Not Available Not Available
g 1 6N hy . _ . Hydrolase activity, acting on
238 Poly-beta-1, 6-N-acetyl-D-glucosamine N Aeromona salmonicida TOPMK3 - 29304740 carbon-nitrogen (but not peptide)|  Not Available
deacetylase (EC 3.5.1.-) subspp. pectinolytica 34mel bonds
239 Type Il toxin-antitoxin system MgsR family toxin Nitrospirae bacterium AOA7COYTH1 - 31911466 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
240 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. GM30 W6VHT4 23045501 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Aeromona salmonicida . Acetyl glucosaminyl transferase .
ks (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) | subspp. pectinolytica 34mel TOPR46 29304740 activity Not Available
242 Poly-beta-1, 6-N-acetyl-D-glucosamine Burkholderiales bacterium AOA3ACELI9 -~ 30199629 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
243 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii AOA5P1UIB3 -~ 25136007 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
244 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Burkholderiales bacterium AOA3AOEKVE 30199629 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
245 Poly-beta-1, 6-N-acetyl-D-glucosamine N Burkholderiales bacterium AOA3AOES14 - 30199629 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
246 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii AOA7Z2AB22 - 27917170 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Xanthomonadaceae bacterium - Acetyl glucosaminyl transferase .
27 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) SCN 69-320 ADATE4KA06 26031303 activity Not Available
248 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii AOATH1PNT2 - 27917170 Not Available Not Available
biosynthesis protein PgaD
g 1 6N hy . _ . Hydrolase activity, acting on
249 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | Xanthomonadaceae bacterium AOATE4K488 - 26031303 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB SCN 69-320 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine Xanthomonadaceae bacterium _ . .
250 biosynthesis protein PgaD SCN 69-320 AOA1E4K403 26031303 Not Available Not Available
251 Surface composition regulator Salmonella virchow AOA3YBPE59 - 30286803 Not Available Not Available
S-ribosylhnomocysteine lyase (EC 4.4.1.21) (Al-2 Iron ion binding, S-
252 synthesis protein) (Autoinducer-2 production Streptococcus anginosus Q4PLF8 - 16897563 ribosylhomocysteine lyase Not Available
protein LuxS) activity
253 Surface composition regulator Salmonella enterica subspp. London AO0A5J1SKH1 - 30286803 Not Available Not Available

enterica serovar
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254 DUF 1190 domain-containing protein (Lipoprotein) Xanthomonas campestris AOABN3X0V8 - 32966572 Not Available Not Available
255 Surface composition regulator Salmonella .enter/ca subspp. Stanley A0A486WXB0O - 30286803; 31099590 Not Available Not Available

enterica serovar
256 Surface composition regulator Serratia marcescens AOAOG3STT8 - 28636609 Not Available Not Available
257 Uncharacterized protein Pseudomonas spp. Strain GM41 2012 W6VMB4 - 23045501 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
258 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas proteolytica AOATYTH7PO -~ 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
g PIPIN e . ~ Hydrolase activity, acting on
259 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas proteolytica AOATY1DEZ8 -~ 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
20 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Shigella spp- AOASSTNAT 30148503 activity Not Available
261 Type Il toxin-antitoxin system MgsR family toxin | Pseudomonas spp. WS 5011 AO0A7Y1BLX1 - 32587583 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
262 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Klebsiella pneumoniae AOA2LOKKCO 29437920 activity Not Available
mRNA interferase MqsR of the MgsA-MqsR S[t)rg;\;: QIZ%C/‘%(}J:S;P/
263 antitoxin / toxin complex and DNA-binding Pseudomonas putida 8728 / NCIMB 11950 Q88F93 - 12534463 DNA binding, Hydrolase activity Not Available
Transcriptionalrepressor (EC 3.1.-.-) | KT2440
264 Hemin storage protein Ste""t"”’hoﬂ‘;:';a; maltophilia TSKKAO - 24092793 Not Available Not Available
265 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas orientalis AOA2LORPX3 - 20479340 Not Available Not Available
biosynthesis protein PgaD
266 Hemin storage system protein Yersinia entomophaga AOA3SBEX35 - 27187466 Not Available Not Available
267 Uncharacterized protein Lentilactobacillus diolivorans AOAOR1SPG5 - 26415554 Not Available Not Available
DSM 14421
: . Gammaproteobacteria - ; .
268 Uncharacterized protein bacterium RBG 16 51 14 AOA1GOFW62 27774985 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Burkholderia multivorans _ Acetyl glucosaminyl transferase .
29 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) cGD1 BoBow1 23105085 activity Not Available
270 Type Il toxin-antitoxin system MgsR family toxin Companilactobacillus A0AB46JPDO - 31668878 Not Available Not Available
salsicarnum
Hydrolase activity, acting on
271 Outer membrane N-deacetylase Yersinia entomophaga AOA3SBEYN4 - 27187466 carbon-nitrogen (but not peptide) Not Available
bonds
Xanth Hydrolase activity, acting on
272 Biofilm PGA synthesis lipoprotein PgaB an O’Z‘,’;’Z;‘Zﬂae pv- Strain BLS256 G7TD27 - 21784931 carbon-nitrogen (but not peptide) Not Available
bonds
Burkholderi It Hydrolase activity, acting on
273 Biofilm PGA synthesis lipoprotein PgaB (EC 3.---)|  Durnoideria muitivorans BIB6W2 - 23105085 carbon-nitrogen (but not peptide) Not Available
bonds
274 Uncharacterized protein P e’agi""’cre’i“ﬂ spp- SCN 64- AOA1E4G1S5 - 26031303 Not Available Not Available
Strain ATCC 13047 /
Enterobacter cl b DSM 30054 / NBRC
275 Biofilm PGA synthesis protein PgaD nterobac e; cloacae SUbSPP- | 43535 / NCTC 10005 | AOAOH3CRLS - 20207761 Not Available Not Available
cloacae / WDCM 00083 /
NCDC 279-56
276 Putative membrane protein Streptomyces coelicolor Stra}mA/;TZC(/) Sﬁf‘\;‘ﬂ Q9AD78 - 12000953 Diguanylate cyclase activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
277 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas orientalis AOA2LORPVY -~ 29479340 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
278 Uncharacterized protein B“’“’"’”’%”&',’;“”""’ ans BOBO78 - 23105085 Not Available Not Available
279 Uncharacterized protein Levilactobacillus koreensis AOAOR1TKV26 - 26415554 Not Available Not Available
JCM 16448
Pseudomonas
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L maltophilia _ Acetyl glucosaminyl transferase .
280 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Xanthomonas AOA2JOSNY9 29170656 activity Not Available
maltophilia
Hydrolase activity, acting on
281 Biofilm PGA synthesis lipoprotein pgaB Acinetobacter spp. HA 14ZWY1 - 22933775 carbon-nitrogen (but not peptide) Not Available
bonds
282 mRNA interferase MgsR Photorhabdus spp. S9-53 AOA329WFL1 - 29877789 Not Available Not Available
g 1 6N Y . _ . y Hydrolase activity, acting on
283 Poly-beta-1, 6-N-acetyl-D-glucosamine N Candidatus Manganitrophus AOA7XEDPVO -~ 32669693 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB noduliformans bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Schinkia azotoformans LMG _ Acetyl glucosaminyl transferase .
24 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) 9581 KeDNV 23087684 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
285 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Oceanospirillales bacterium AOA7V2SRN9 31911466 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Candidatus Manganitrophus . Acetyl glucosaminyl transferase .
26 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) noduliformans AOATXGDPT? 32669693 activity Not Available
287 Surface composition regulator Salmonella typhimurium Strain D23580 AOA6CT7IEY4 - 19901036 Not Available Not Available
288 Uncharacterized protein AC’"e"’bﬁ’Ti’lf’f“’"a””” AOA7U4BP68 - 23209228 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
289 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacter chengduensis AOA5C1C483 - 30302649 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
. Strain DSM 319 / IMG .
290 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Priestia megaterium 1521 Bacillus D5DKD8 - 21705586 Acetyl glucosaminy transferase Not Available
(Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) . activity
megaterium
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acinetobacter baumannii . Acetyl glucosaminyl transferase .
21 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) TYTH-1 ADATU4BPKS 23209228 activity Not Available
Hydrolase activity, acting on
. Acinetobacter baumannii _ carbon-nitrogen (but not peptide) .
292 Xylanase / chitin deacetylase TYTH-1 AOA7U4F894 23209228 bonds, Hydrolase activity, acting Not Available
on glycosyl bonds
Acinetobacter b L Hydrolase activity, acting on
293 Lipoprotein HmsF St AOATU4F6K9 -~ 23209228 carbon-nitrogen (but not peptide) | Not Available
bonds
Strain DSM 319 / IMG
294 Uncharacterized protein Priestia megaterium 1521 Bacillus DSDKD7 - 21705586 Not Available Not Available
megaterium
295 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii AOATU4BLE2 - 23209228 Not Available Not Available
biosynthesis protein PgaD TYTH-1
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acinetobacter baumannii » Acetyl glucosaminyl transferase .
2% (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) - AOATU4BLCA 23200228 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine . - . .
297 biosynthesis protein PgaD (Fragment) Guyparkeria spp. SCN-R1 A0A426QDS2 24673239 Not Available Not Available
208 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Lentisphaerae bacterium AOA1GOZGS6 _ 27774985 Acetyl glucosaminyl transferase Not Available

(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-)

GWF2 52 8

activity
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Strain ATCC 9637 /
CCM2024 / DSM Hydrolase activity, acting on
299 Predicted enzyme assgmated with biofilm Escherichia coli 1116 / LMG 11080 / EO0IZ21 - 21208457 carbon-nitrogen (but not peptide) Not Available
formation NBRC 13500 / bonds
NCIMB 8666 / NRRL
B-766 /| W
Strain ATCC 9637 /
CCM 2024 / DSM
. L . 1116 / LMG 11080 / . .
300 Surface composition regulator Escherichia coli NBRC 13500 / EOIVV8 - 21208457 Not Available Not Available
NCIMB 8666 / NRRL
B-766 /| W
301 Uncharacterized protein Collinsella aerofaciens AOAB6N9JPD9 - 31477907 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - . Acetyl glucosaminyl transferase .
302 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. Strain M1 W5IMC6 10388678; 23405299 activity Not Available
Strain ATCC 9637 /
CCM 2024 / DSM
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . 1116 / LMG 11080 / - Acetyl glucosaminyl transferase .
303 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) Escherichia coli NBRC 13500 / E0Iz22 21208457 activity Not Available
NCIMB 8666 / NRRL
B-766 /| W
Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. _ . .
304 biosynthesis protein PgaD ZAC14D1 nalMi4 6 AOA3Q8FAH5 29765358 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. _ . .
305 biosynthesis protein PgaD ZAC14D1 nalMi4 6 AOA3Q8F8L9 29765358 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Stenotrophomonas spp. _ Acetyl glucosaminyl transferase .
306 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) ZAC14D1_nalMi4_6 ADASQBFEDS 20765358 activity Not Available
307 Type Il toxin-antitoxin system MgsR family toxin | Pseudomonas spp. WS 5414 AOA7Y1CDF1 - 32587583 Not Available Not Available
: . Zetaproteobacteria bacterium - . .
308 Uncharacterized protein CG2 30 46 52 AOA1J51Y78 27112493 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
309 Poly-beta-1, 6-N-acetyl-D-glucosamine N Leclercia spp. LSNIH1 AOA2ISNTTS - 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
Strain ATCC BAA-477 Hydrolase activity, acting on
310 Biofilm PGA synthesis lipoprotein PgaB (EC 3.-.-.-)| Pseudomonas fluorescens |/ NRRL B-23932 / Pf- Q4KKC4 - 15980861 carbon-nitrogen (but not peptide) Not Available
5 bonds
. Strain ATCC BAA-477 .
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ~ . - Acetyl glucosaminyl transferase .
31 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fluorescens |/ NRRL B 23932 | Pf Q4KKC3 15980861 activity Not Available
312 Uncharacterized protein Yersinia P:e‘i(‘y’g/‘:f;";e’c“’os"s Strain IP32053 QB66X0 - 15358858 Not Available Not Available
313 Uncharacterized protein Thiotricheles bacterium AOAOSBEKY3 - 25922666 Not Available Not Available
Strain ATCC BAA-477
314 Motility quorum-sensing regulator MgsR Pseudomonas fluorescens |/ NRRL B-23932 / Pf- Q4KHU9 - 15980861 Not Available Not Available
5
315 Type Il toxin-antitoxin system MgsR family toxin Methylosinus sporium AOA2U1STG6 - 29725720 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
316 Poly-beta-1, 6-N-acetyl-D-glucosamine N Planctomycetaceae bacterium AOA3BBZFN5 -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Yersinia pseudotuberculosis . . Acetyl glucosaminyl transferase .
17 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) serotype | Strain 1P32953 Qe6829 15358856 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acetyl glucosaminy! transferase
318 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) | Planctomycetaceae bacterium AOA3B8ZEJO - 30148503 Vg activity Not Available
(Fragment) Yy
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L _ Acetyl glucosaminyl transferase .
319 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii AOA2I8CSE1 29437920 activity Not Available
320 Uncharacterized protein Xanthomonas oryzae pv. Strain KACC10331 /| gy - 15673718 Not Available Not Available
oryzae KX085
321 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii AOATZIWPV2 -~ 27917170 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L _ Acetyl glucosaminyl transferase .
322 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii AOA1E3M1V1 25136007 activity Not Available
N . Novosphingobium N " .
323 Uncharacterized protein nitrogenifigens DSM 19370 F1ZCX2 22156397 Not Available Not Available
. Hydrolase activity, acting on
324 HmsF protein Xanthomonas oryzae pv. | Strain KACC10331 /| o5y - 15673718 carbon-nitrogen (but not peptide)|  Not Available
oryzae KX085 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Xanthomonas oryzae pv. Strain KACC10331 / _ Acetyl glucosaminyl transferase .
325 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) oryzae KX085 Qs6VVs 15673718 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
326 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii AOA2I8CS57 -~ 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L - Acetyl glucosaminyl transferase .
327 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii AOAOD5YG83 25845845 activity Not Available
328 Putative inner Membrane protein associated With | £operichia colj 045:K1 | Strain $88 / EXPEC | BTMIGT - 19165319 Not Available Not Available
biofilm formation
Putative polysaccharide deacetylase associated Hydrolase activity, acting on
329 ive poly N tylas . Escherichia coli 045:K1 Strain S88 / EXPEC B7MIG9 - 19165319 carbon-nitrogen (but not peptide) Not Available
with biofilm formation putative lipoprotein bonds
330 Uncharacterized protein Deitaproteobacteria bacterium AOATFILU99 - 27774985 Not Available Not Available
RIFOXYD12_FULL_57_12
331 Uncharacterized protein Serratia spp. M24T3 10QPB7 - 22740681 Not Available Not Available
Actinobacill Hydrolase activity, acting on
332 Biofilm PGA synthesis lipoprotein PgaB ctinobacillus Strain L20 A3N3L6 - 18065534 carbon-nitrogen (but not peptide) Not Available
pleuropneumoniae serotype 5b bonds
333 Uncharacterized protein Halomonas spp. TDO1 F7SRR8 - 22040376 Not Available Not Available
Strain ATCC 13939 /
DSM 20539 / JCM
334 GGDEF family protein Deinococcus radiodurans 168’3;}:{/0"1"?334205/1 ! Q9RZNO - 10567266 Diguanylate cyclase activity Not Available
NCIMB 9279 / R1 /
VKM B-1422
Strain ATCC 13939 /
DSM 20539 / JCM
335 GGDEF family protein Deinococcus radiodurans 168’3;}:{/0"1"?334205/1 ! Q9RVP4 - 10567266 Diguanylate cyclase activity Not Available
NCIMB 9279 / R1 /
VKM B-1422
Strain ATCC 13939 /
DSM 20539 / JCM
336 GGDEF family protein Deinococcus radiodurans 16871 / LMG 4051 / QIRTWY - 10567266 Diguanylate cyclase activity Not Available

NBRC 15346 /
NCIMB 9279 / R1 /
VKM B-1422
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Strain ATCC 13939 /
DSM 20539 / JCM
337 GGDEF family protein Deinococcus radiodurans 168’3;}:{/0"1"?334205/1 ! Q9RRJ2 - 10567266 Diguanylate cyclase activity Not Available
NCIMB 9279 / R1 /
VKM B-1422
Strain ATCC 13939 /
DSM 20539 / JCM
338 GGDEF family protein Deinococcus radiodurans 168’3;}:{/0"1"?334205/1 ! Q9RZS9 - 10567266 Diguanylate cyclase activity Not Available
NCIMB 9279 / R1 /
VKM B-1422
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Rubrivivax benzoatilyticus JA2 - Acetyl glucosaminyl transferase .
339 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) = ATCC BAA-35 FaLKs? 2147835 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ) o _ Acetyl glucosaminyl transferase .
340 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Paraburkholderia azotifigens AOA5C6VQD9 29185955 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acidiferrobacteraceae _ Acetyl glucosaminyl transferase .
ok (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) bacterium ADATVZNLQS 31911466 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
342 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. WS 5010 AOATY0ZL61 - 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
N . Lacticaseibacillus . .
343 Uncharacterized protein fabifermentans T30PCMO1 W6T8S0 - 24558238 Not Available Not Available
344 Uncharacterized protein Xamh"";‘f’;’j;‘;;ﬂae pv- Strain BLS256 G7TD25 - 21784931 Not Available Not Available
Strain ATCC 12472 /
DSM 30191 / JCM Hydrolase activity, acting on
345 NodB homology domain-containing protein Chromobacterium violaceum [1249 / NBRC 12614 / Q7NQ63 - 14500782 carbon-nitrogen (but not peptide) Not Available
NCIMB 9131 / NCTC bonds
9757
346 Type Il toxin-antitoxin system MgsR family toxin Gemmataceae bacterium A0A7V3VXR8 - 31911466 Not Available Not Available
N . Lacticaseibacillus . .
347 Uncharacterized protein fabifermentans T30PCMO1 W6T5A4 - 24558238 Not Available Not Available
Strain ATCC 12472 /
. DSM 30191 / JCM .
348 Pf’;y'lbiafi f"é‘_‘éfe&y}\"D'g'“tff’sam;gf:szy’rqa_se Chromobacterium violaceum | 1249 / NBRC 12614 /|  Q7NTW2 - 14500782 Acelyl glucosaminyliansferase | not Available
oly-beta-1, cNAc synthase) 4.1.-) NCIMB 9131 / NCTC activity
9757
Strain ATCC 12472 /
DSM 30191 / JCM Hydrolase activity, acting on
349 Hemin storage signal peptide protein Chromobacterium violaceum |1249 / NBRC 12614 /| Q7NTW1 - 14500782 carbon-nitrogen (but not peptide) Not Available
NCIMB 9131 / NCTC bonds
9757
350 Uncharacterized protein Methylomicrobium album BG8 H8GLP1 - 23580712 Not Available Not Available
Strain ATCC 12472 /
DSM 30191 / JCM
351 Uncharacterized protein Chromobacterium violaceum |1249 / NBRC 12614 /| Q7NTW3 - 14500782 Not Available Not Available
NCIMB 9131 / NCTC
9757
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
352 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas orientalis AOA2LORQV7 29479340 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Xanthomonas oryzae pv. . _ Acetyl glucosaminyl transferase .
353 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) oryzicola Strain BLS256 GrTb26 21784931 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
354 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter spp. ACNIH4 AOA2S4TAET - 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g 4 BN e . ~ Hydrolase activity, acting on
355 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter spp. ACNIH4 AOA2S4TAJ4 -~ 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Strain ATCC 43589 /
. - . " DSM 3109 / JCM . L .
356 GGDEF domain-containing protein Thermotoga maritima 10099 / NBRC Q9x067 - 10360571 Diguanylate cyclase activity Not Available
100826 / MSB8
Strain ATCC 43589 /
357 Response regulator Thermotoga maritima D‘ISOI\S;; O/QNIB;{CCM QIWXZ0 - 10360571 Diguanylate cyclase activity Not Available
100826 / MSB8
Strain ATCC 43589 /
. - . " DSM 3109 / JCM . L .
358 GGDEF domain-containing protein Thermotoga maritima 10099 / NBRC Q9X1TO - 10360571 Diguanylate cyclase activity Not Available
100826 / MSB8
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Staphylococcus simiae CCM _ Acetyl glucosaminyl transferase .
359 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) 7213 = CCUG 51256 G5JKO7 22272658 activity Not Available
Strain ATCC 43589 /
. - . " DSM 3109 / JCM . L .
360 GGDEF domain-containing protein Thermotoga maritima 10099 / NBRC Q9x1s4 - 10360571 Diguanylate cyclase activity Not Available
100826 / MSB8
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . ’ . - Acetyl glucosaminyl transferase .
361 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli 045:K1 Strain S88 / EXPEC B7MIG8 19165319 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
362 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas chlororaphis AOAOD5Y7R2 25679537 activity Not Available
Stenotroph iculat Hydrolase activity, acting on
363 Hemin storage protein enotrop omNu;zas geniculata AOAOLBAEAO - 22689240 carbon-nitrogen (but not peptide) Not Available
bonds
364 Uncharacterized protein Actinobacteria bacterium AOA7VAMZE2 - 31911466 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
365 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. WS 5413 AOA7Y0Z1V7 32587583 activity Not Available
366 Uncharacterized protein Hyphomonaceae bacterium AOA3D2W3N1 - 30148503 Not Available Not Available
367 Putative PGA biosynthesis protein Escherichia coli 083:H1 Strain NRG 857C / AOAOH3EHCO - 21108814 Not Available Not Available
368 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. WS 5413 AOATY0Z1X4 -~ 32587583 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
369 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. WS 5413 AOA7Y0Z1Z3 -~ 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
g PIPIN e . ~ Hydrolase activity, acting on
370 Poly-beta-1, 6-N-acetyl-D-glucosamine N Methylophaga spp. AOA7C5BNS2 -~ 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
371 Uncharacterized protein Stenotrophomonas spp. AOA3DOGBU3 - 30148503 Not Available Not Available
372 mRNA interferase MgsR Hyphomonaceae bacterium A0A352CC32 - 30148503 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
373 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Stenotrophomonas spp. AOA3C0X5Z0 30148503 activity Not Available
374 Poly-be.ta-1, 6-N».acety|-l?»glucosam|ne Stenotrophomonas spp. AOA357NOH1 - 30148503 Not Available Not Available
biosynthesis protein PgaD
375 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Stenotrophomonas spp. AOA349Y4KA _ 30148503 Acetyl glucosaminyl transferase Not Available

(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-)

activity
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Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - . i Strain NRG 857C / - Acetyl glucosaminyl transferase .
376 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli O83:H1 AOAQH3EI51 21108814 activity Not Available
377 Surface composition regulator Escherichia coli 083:H1 Strain NRG 857C /| xoaoH3EM10 - 21108814 Not Available Not Available
g 1 6N hy . _ ) N Hydrolase activity, acting on
378 Poly-beta-1, 6-N-acetyl-D-glucosamine N Deltaproteobacteria bacterium AOATF9BIL4 - 27774985 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB RBG_13_60_28 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Deltaproteobacteria bacterium . Acetyl glucosaminyl transferase .
379 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) RBG 13 60 28 AOATFOBKU9 27774985 activity Not Available
380 Poly-be.ta-1, 6-N».acety|-l?»glucosam|ne Stenotrophomonas spp. AOA3DOGC17 - 30148503 Not Available Not Available
biosynthesis protein PgaD
g 4 BN e . ~ Hydrolase activity, acting on
381 Poly-beta-1, 6-N-acetyl-D-glucosamine N Stenotrophomonas spp. AOA3COX5X6 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
382 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Stenotrophomonas spp. AOA356JD40 30148503 activity Not Available
383 P(.le-beta-1., 6-N»a(.:ety|-D»g|ucosam|ne Stenotrophomonas spp. AOA3COX5Y8 - 30148503 Not Available Not Available
biosynthesis protein PgaD (Fragment)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
384 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Stenotrophomonas spp. AOA3D4THW1 30148503 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
385 Poly-beta-1, 6-N-acetyl-D-glucosamine N Stenotrophomonas spp. AOA349Y4K5 -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
386 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Methylococcaceae bacterium AO0A351V597 30148503 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Paraburkholderia hospita . Acetyl glucosaminyl transferase .
il (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) 15cu28 22843604 activity Not Available
388 Type 1V pilin PilA Vibrio vulnificus Q8vvv3 - 15731039 Not Available Not Available
389 Uncharacterized protein Lactococcus lactis subspp. AOATE7G187 - 27687992 Not Available Not Available
cremoris 1BB477
390 Putative transmembrane protein blood disease bacterium R229 G2ZXS3 - 21931687 Not Available Not Available
391 Surface composition regulator Salmonella .enterfca subspp. Hvittingfoss AOAS5I0UXC3 - 30286803 Not Available Not Available
enterica serovar
392 IcaA (Fragment) Staphylococcus simulans Q83ZH8 - 12957956 Not Available Not Available
393 Surface composition regulator Salmonella .enter/ca subspp. Java AOA741RTZ8 - 30286803 Not Available Not Available
enterica serovar
304 PsoA Pseudomonas putida Arthrobacter ABMN36 -~ 16585751; 18599835 Catalytic activity, Not Available
Siderocapsulatus phosphopantetheine binding
395 Putative transmembrane protein Ralstonia syzyqii R24 G3A8J7 - 21931687 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
396 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus aureus AOA1DOC161 20876371 activity Not Available
. . Hydrolase activity, acting on
397 Hemin storage signal peptide protein Paraburkgoslg(e)r;a hospita 15CU27 - 22843604 carbon-nitrogen (but not peptide) Not Available
bonds
398 Surface composition regulator Salmon.e/la. enterica subspp. 45:aze, n, x AO0A737BKL7 - 30286803 Not Available Not Available
indica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
399 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) blood disease bacterium R229 G2ZXS2 21931687 activity Not Available
Putative polysaccharide deacetylase associated Hydrolase activity, acting on
400 utative polysacch acetyl > blood disease bacterium R229 G2zX81 -~ 21931687 carbon-nitrogen (but not peptide) Not Available
with biofilm formation putative lipoprotein (PgaB) bonds
401 Surface composition regulator Salmoneila enterica subspp. 16:24, z32:- AOA735L3N9 - 30286803 Not Available Not Available
houtenae serovar
402 IcaA (Fragment) Staphylococcus aureus Q83ZH9 - 12957956 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
403 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus aureus AOABAIGS78 31682959 activity Not Available
404 Glycerol esther hydrolase (Fragment) Staphylococcus aureus Q9RQP5 - 10496925 Hydrolase activity Not Available
405 Surface composition regulator Salmon.e/la. enterica subspp. 45:aze, n, x AO0A737BK14 - 30286803 Not Available Not Available
indica serovar
R - . . 15328093; 18440636;
406 Conjugative t::";?ﬁ'(gL‘:;eﬁ'\’,‘epl'j'ﬁ;;T”X7) (Pibc7 Escherichia coli B0ZDY1 - 19717626; 21831988; Not Available Not Available
P 24862095
. Strain ATCC BAA-244 Hydrolase activity, acting on
407 Poly-beta-1, 6-N-acetyl-D-glucosamine N- Burkholderia ambifaria / AMMD Burkholderia |  QOB9V5 -~ 25931592 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Polysaccharide deacetylase) . .
cepacia Strain AMMD bonds
Pseudomonas
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L maltophilia _ . Acetyl glucosaminyl transferase .
408 (Poly-beta-1, 6-GIoNAC synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Xanthomonas AOAOK2IYC8 26324280; 29170656 activity Not Available
maltophilia
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . i Acetyl glucosaminyl transferase .
409 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobacter kobei AOA2JOPJF5 29088362 activity Not Available
410 Type Il toxin-antitoxin system MqsR family toxin | Deltaproteobacteria bacterium AOA7CBAFX8 - 32737307 Not Available Not Available
411 Poly-beta-1, 6-N-acetyl-D-glucosamine Escherichia coli AOAOATA417 - 30286803; 30947268 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
412 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOAT95PNG2 -~ 30286803 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
GCU-specific mRNA interferase toxin of the MgsR-
MgsA toxin-antitoxin system (Type Il toxin-antitoxin L . - . - .
413 system toxin MgsR) (EC 3.1.26.-) (mRNA Escherichia coli AOAOHOHXD8 30286803; 31477907 Hydrolase activity Not Available
interferase MgsR) (EC 3.1.-.-)
. . ~ g ISR Hydrolase activity, acting on
414 Lipoprotein YedR (EC 3.5.1.-) (Poly-beta-1, 6-N Escherichia coli AOA2T3TFG9 - 31477907 carbon-nitrogen (but not peptide) Not Available
acetyl-D-glucosamine N-deacetylase PgaB) bonds
415  |PCA biosynthesis protein (Poly-beta-1, 6-N-acetyl- Escherichia coli AOAODBVWU3 - 30286803; 31477907; Not Available Not Available
D-glucosamine biosynthesis protein PgaD) 32021174
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . - ) Acetyl glucosaminyl transferase .
416 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AOA1U9U1S6 30286803; 31477907 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . _ Acetyl glucosaminyl transferase .
417 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Escherichia coli AOA3P1J9P9 30286803 activity Not Available
418 Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacter kobei AOA2JOPICT -~ 29088362 Not Available Not Available
biosynthesis protein PgaD
419 Surface composition regulator Salmonella enterica subspp. Give AOASC5HDB9 - 26139728, 30286803; Not Available Not Available
enterica serovar 30902850
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . _ Acetyl glucosaminyl transferase .
420 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli C3TEV3 19439656 activity Not Available
421 Surface composition regulator Salmonella typhimurium Strain SL1344 AOAOH3NI14 - 22538806; 30286803 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
422 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOA3KOQE29 -~ 30286803 carbon-nitrogen (but not peptide) Not Available

deacetylase PgaB

bonds
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423 Uncharacterized protein Deltaproteobacteria bacterium AOABB1KAW2 - 31911466 Not Available Not Available
424 LuxR regulator (SmcR-like protein VvpR) Vibrio scophthalmi LMG 19158 FORJF4 - 23198796; 21930677 DNA binding Not Available
425 Poly-beta-1, 6-N-acetyl-D-glucosamine Escherichia coli AOA2ABQ924 -~ 28221970; 30924410 Not Available Not Available

biosynthesis protein PgaD
426 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter pitii Acinetobacter | \5p5455TX0 - 30036696 Not Available Not Available
biosynthesis protein PgaD (Transporter) genomospp. 3
g PIPIN e . ~ Hydrolase activity, acting on
427 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOA2ABQ8V5 - 28221970; 30924410 | carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
428 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOA233ZEF3 - 30286803; 32021174 | carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
429 Surface composition regulator Escherichia coli AOATMOPIUB - 30286803; 31477907 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . - . Acetyl glucosaminyl transferase .
430 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AOA2AB6Q915 28221970; 30924410 activity Not Available
Molecular chaperone (MrkB) (Putative bacterial pili 18055599; 19717626;
431 assembly chaperone) (Putative fimbrial chaperone Escherichia coli BOLHG6 - 22479389; 26441869; Not Available Not Available
protein) (Type 3 fimbria chaperone MrkB) 30286803
Plasmid stability protein StbD (Putative antitoxin) X .
(Plasmid stability protein, antitoxin StbD) (Plasmid 15328093j 17936903f
S . " o > 18440636; 19717626;
stabilization protein) (Putative antitoxin of toxin- ’ ;
antitoxin system) (RelB / StbD replicon 21831988; 22470007,
432 anitoxin sys et o P Escherichia coli BOEYQ2 - 22479389; 25403661; Not Available Not Available
stabilization protein (Antitoxin to RelE / StbE)) ’ ’
- . . . 25421479; 26048440;
(Stability protein) (Stability protein StbD) (StbD) ! ’
(StbD stability protein) (Toxin-antitoxin system 30286803; 30924410;
y prote ystem, 31642700; 31652858
antitoxin component)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L " _ Acetyl glucosaminyl transferase .
433 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AOA1Y5BGC5 30286803 activity Not Available
19439656; 23275093;
Biofilm PGA synthesis protein PgaD (PGA 26441869; 30286803;
biosynthesis protein) (Poly-beta-1, 6-N-acetyl-D- o " _ 29437920; 30924410; . .
434 glucosamine biosynthesis) (Poly-beta-1, 6-N-acetyl Escherichia coli C3TEVE 31642700; 31652858; Not Available Not Available
D-glucosamine biosynthesis protein PgaD) 31477907; 30948755;
32739475; 28953937
23275093; 30286803;
. 29437920; 30924410; .
435 Pf’;{)'lbiae't; 16’(;‘gff&y}ifsgﬁizz:’;‘égzszy?qas)e Escherichia coli J7QDP1 - 31642700; 31652858; | AOV! GluCosamIMItransferase | ot pgijapie
v ’ 4 A 31477907; 30948755 Y
28953937
23275093; 26441869;
26227606; 28686503;
30286803; 29437920;
. L . 30924410; 31642700; . .
436 Surface composition regulator Escherichia coli J7QHM3 - 31652858: 31477907: Not Available Not Available
30947268; 30948755;
32739475; 32599678;
28953937
g PIPIN e . ~ Hydrolase activity, acting on
437 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOA192EMZ6 - 30286803 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . - Acetyl glucosaminyl transferase .
438 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli W8TQ48 26441869 activity Not Available
439 Surface composition regulator Salmonella newport AOAORINRZ2 - 30286803 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . _ ) Acetyl glucosaminyl transferase .
440 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Escherichia coli AOA1D7PYQO 30286803; 30947268 activity Not Available
28221970; 28686503;
441 Surface composition regulator Escherichia coli E2QE75 - 30286803; 309244 10; Not Available Not Available
31477907
442 Surface composition regulator Salmonella .enterfca subspp. Weltevreden AOA3V7I4R8 - 31099590 Not Available Not Available
enterica serovar
g 4 BN e . ~ Hydrolase activity, acting on
443 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOA4YSEDQS -~ 32739475 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . o Acinetobacter _ Acetyl glucosaminyl transferase .
444 (Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) Acinetobacter pitti genomospp. 3 ADA2425D62 30036696 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . o Acinetobacter _ Acetyl glucosaminyl transferase .
445 (Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) Acinetobacter pitti genomospp. 3 ADAONSALG4 30036696 activity Not Available
ActX (ActX protein) (Transcription termiNot 15328093; 18440636;
446 Availabletion factor NusG) Escherichia coli B0ZDY9 - 19717626; 21831988; Not Available Not Available
(Transcriptionalactivator) 30286803; 31652858
447 Surface composition regulator Salmonella enterica subspp. Sandiego AO0A5J111DO - 30286803 Not Available Not Available

enterica serovar
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Chromosome partitioning protein ParA (ParA
family protein) (ParF) (Partitioning protein ParA) 17936903; 19717626;
448 (Plasmid partition protein) (Plasmid partition Escherichia coli BOEYM3 - 22470007; 22479389; Not Available Not Available
protein ParF) (Plasmid partitioning protein ParF) 31652858
(Putative crown gall tumor protein VirC1)
- . . Enterobacter . .
449 Surface composition regulator Pluralibacter gergoviae qergoviae AOA1S2BI09 - 25502672 Not Available Not Available
450 Poly-beta-1, 6-N-acetyl-D-glucosamine Escherichia coli AOA4YSBEDW4 - 32739475 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase activity, acting on
451 deacetylase (EC 3.5.1.-) (Poly-beta-1, 6-N-acetyl-D: Escherichia coli AOA2X6F457 - 30286803 carbon-nitrogen (but not peptide) Not Available
glucosamine N-deacetylase PgaB) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . - Acetyl glucosaminyl transferase .
452 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Escherichia coli AOA1Y2ZN44 30924410 activity Not Available
Iucocamine N-deacetyace) (Poly bete. G- Hydrolase aciiviy, acting on
453 9 acey v : Escherichia coli AOAOL6Y2B4 - 30286803 carbon-nitrogen (but not peptide) | Not Available
acetyl-D-glucosamine N-deacetylase PgaB) (EC
bonds
3.5.1.-)
454 | PCA biosynthesis protein (Poly-beta-1, 6-N-acetyl- Escherichia coli AOA178T084 - 30286803 Not Available Not Available
D-glucosamine biosynthesis protein PgaD)
g 4 BN e . ~ Hydrolase activity, acting on
455 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOA0J2BYQS -~ 28686503; 30286803 | carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase activity, acting on
456 deacetylase (Poly-beta-1, 6-N-acetyl-D- Escherichia coli AODA178T0C2 - 30286803 carbon-nitrogen (but not peptide) Not Available
glucosamine N-deacetylase PgaB) (EC 3.5.1.-) bonds
457 Surface composition regulator Salmonella .enter/ca subspp. Bredeney AOA3VIPUTS - 30286803 Not Available Not Available
enterica serovar
S-ribosylhnomocysteine lyase (EC 4.4.1.21) (Al-2 Iron ion binding, S-
458 synthesis protein) (Autoinducer-2 production Streptococcus salivarius K12 J7TQ69 - 23045482 ribosylhomocysteine lyase Not Available
protein LuxS) activity
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase activity, acting on
459 4 y yi-D-g Escherichia coli AOAOA1A2S7 - 30286803; 30947268 | carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
MrkA fimbrial protein (MrkA fimbrial protein major X .
460 fimbrial subunit) (Type 1 fimbrial protein) (Type 3 Escherichia coli B0ZDW4 - 15328093’_ 184406365; Not Available Not Available
— y - 30286803; 31652858
fimbria major subunit MrkA)
Conjugal transfer protein (Conjugal transfer protein
Pilx9) (PilX9) (Pilx9 protein) (Pilx9 protein, 15328093; 18440636;
461 putative conjugal transfer protein, putative Escherichia coli B0ZDX9 - 19717626; 22479389; Not Available Not Available
exported protein) (TrbG / VirB9 family P-type 31652858
conjugative transfer protein)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . N Acetyl glucosaminyl transferase .
462 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Staphylococcus aureus Strain Newman AOAOH3KAWE 17951380 activity Not Available
463 Surface composition regulator Salmonella .enter/ca subspp. Schwarzengrund AOA3T2ZVE9 - 30286803 Not Available Not Available
enterica serovar
464 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter cumulans AOA498CYWT - 30808586 Not Available Not Available
biosynthesis protein PgaD
Motility quorum-sensing regulator / GCU-specific
465 mRNA interferase toxin (Type Il toxin-antitoxin Pseudomonas chengduensis AOA1G6UUI8 - 32587583 Not Available Not Available
system MgsR family toxin)
466 Bacteriophage like prote_m (Putative toxin-antitoxin | Lactobacillus johnsonii ATCC CoE3I3 _ 26415554 Not Available Not Available
system, toxin component)
. " . . . Strain JCM 16667 / . Transmembrane transporter .
467 Major facilitator superfamily permease Acinetobacter oleivorans KCTC 23045 / DR1 D3JTG4 - 20629796; 20639327 activity Not Available
Flavin adenine dinucleotide
. . Strain JCM 16667 / . binding, oxidoreductase activity, .
468 Acyl-CoA dehydrogenase Acinetobacter oleivorans KCTC 23045 / DR1 D3JTG9 - 20629796; 20639327 acting on the CH-CH group of Not Available
donors
. . . . . Strain JCM 16667 / . - .
469 AqgsR (Transcriptionalactivator protein) Acinetobacter oleivorans KCTC 23045 / DR1 D3JTG7 - 20629796; 20639327 DNA binding Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . _ Acetyl glucosaminyl transferase .
470 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Acinetobacter schindleri AOA2S1FF20 29954893 activity Not Available
471 Surface composition regulator Salmonella diarizonae AOA2I5HLE4 - 30286803 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
472 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter schindleri AOA2STFF79 -~ 29954893 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g 4 BN e . ~ Hydrolase activity, acting on
473 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter schindleri AOA2S1FF30 -~ 29954893 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Acyl-homoserine-lactone synthase (EC 2.3.1.184) . . Strain JCM 16667 / - . N-acyl homoserine lactone .
474 (Autoinducer synthesis protein) Acinetobacter oleivorans KCTC 23045 / DR1 D3JTG5 20629796; 20639327 synthase activity Not Available
475 Poly-beta-1, 6-N-acetyl-D-glucosamine Piscirickettsiaceae bacterium AOA2A4PME6 - 29099490 Not Available Not Available
biosynthesis protein PgaD
Acyl-CoA synthetase (AMP-forming) / AMP-acid . . Strain JCM 16667 / - . . L .
476 ligase Il (Lon chain fatty acid-CoA ligase) Acinetobacter oleivorans KCTC 23045 / DR1 D3JTG8 20629796; 20639327 Ligase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine N- cat'g:r:?;?;z aecr:n(lll;zt na:)c‘tlneg ?ige)
477 deacetylase PgaB (Polysaccharide deacetylase) Acinetobacter baumannii AOAOD5YHR1 - 25845845 9 not peptic Not Available
L bonds, Hydrolase activity, acting
(Xylanae / chitin deacetylase) (EC 3.5.1.-)
on glycosyl bonds
Putative inner Membrane protein (Uncharacterized Strain LT2 /
478 S pr Salmonella typhimurium SGSC1412 | ATCC Q7CPD6 - 11677609 Not Available Not Available
protein yigG)
700720
479 Surface composition regulator Salmonella _enterica subspp. Java A0A426WQB0O - 30286803; 30902850; Not Available Not Available
enterica serovar 31099590
480 Surface composition regulator Citrobacter pasteurii A0A7X85FWW - 30087402 Not Available Not Available
481 Surface composition regulator Salmonella .enterfca subspp. Tennessee AOA3G3DVF2 - 30286803; 30902850 Not Available Not Available
enterica serovar
Biofilm PGA synthesis protein pgaD (Biofilm
synthesis auxiliary protein) (Poly-beta-1, 6-N-acetyl . - _ 25136007; 26170289; . §
482 D-glucosamine biosynthesis protein PgaD) Acinetobacter baumannii AO0A059ZP60 29137647: 30124845 Not Available Not Available
(Transporter)
Biofilm PGA synthesis lipoprotein pgaB - .
. N R Y AN . . Hydrolase activity, acting on
483 (Lipoprotein HmsF) (E.C 3.5.1.-) (Poly-beta-1, &-N Acinetobacter baumannii AOA090BDC4 - 25845645; 27917170; carbon-nitrogen (but not peptide) Not Available
acetyl-D-glucosamine N-deacetylase PgaB) 29137647
N bonds
(Polysaccharide deacetylase)
484 Csu fimbrial tip adhesin CsuE (CsuE) Acinetobacter baumannii Q6XBY2 - 14663080 Not Available Not Available
485 Poly-beta-1, 6-N-acetyl-D-glucosamine Citrobacter pasteurii AOATX5IMI7 -~ 30087402 Not Available Not Available
biosynthesis protein PgaD
486 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii AOA090B5LS - 27917170; 29137647; Not Available Not Available

biosynthesis protein PgaD

30124845; 29437920
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g 4 BN e . ~ Hydrolase activity, acting on
487 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii AOABI1NXE1 -~ 26170289 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Polysaccharide deacetylase) bonds
. . g 1 AN N Hydrolase activity, acting on
488 | Hemin storage protein (Poly-beta-1, 6-N-acetyl-D-| /oo cter baumannii AOA0Q0C165 -~ 25136007; 26170289 | carbon-nitrogen (but not peptide)|  Not Available
glucosamine N-deacetylase PgaB) bonds
489 Surface composition regulator Salmonella enterica | AOA3UOIR89 - 30286803 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ’ i Acetyl glucosaminyl transferase .
490 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas baetica AOA2NODQC6E 29579234 activity Not Available
Biofilm PGA synthesis protein PgaD (Poly-beta-1,
491 6-N-acetyl-D-glucosamine biosynthesis protein Pseudomonas baetica AO0A2NODQB9 - 29579234 Not Available Not Available
PgaD)
492 Poly-beta-1, 6-N-acetyl-D-glucosamine Xanthomonas cucurbitae AOA2S7DKA1 - 33734871 Not Available Not Available
biosynthesis protein PgaD
493 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas proteolytica AOATY1H7A3 -~ 32587583 Not Available Not Available
biosynthesis protein PgaD
Motility quorum-sensing regulator / GCU-specific
494 mRNA interferase toxin (Type Il toxin-antitoxin Pseudomonas baetica AOA2NODMT7 - 29579234 Not Available Not Available
system MqsR family toxin)
495 Surface composition regulator Salmonella .enter/ca subspp. Mikawasima AOA5JORCF5 - 30286803 Not Available Not Available
enterica serovar
496 Surface composition regulator Salmoﬁe{la enterica subspp. 48:i:z AO0A735VU22 - 30286803 Not Available Not Available
diarizonae serovar
497 Probable regulator prote!n Rsal (Rsal) (RsalL Pseudomonas putida _Anhrobacter Q8GEL9 _ 12450862; 15345437, Not Available Not Available
protein) Siderocapsulatus 16585751
498 Uncharacterized protein Desulfuromona spp. AOA357YHN4 - 30148503 Not Available Not Available
Pseudomonas
499 | Hemin storage protein (Poly-beta-1, 6-N-acetylD- | o\ oo monas maltophilia maltophilia AOAOK2IM64 - 26324280 Not Available Not Available
glucosamine biosynthesis protein PgaD) Xanthomonas
maltophilia
500 Surface composition regulator Salmonella enterica subspp. 4,[5], 12:b:- AOAT41FNZ1 - 30286803 Not Available Not Available
enterica serovar
501 Surface composition regulator Salmonella enterica subspp. 45:g, z51:- AOA701UF81 - 30286803 Not Available Not Available
houtenae serovar
502 Putative cytoplasmic protein (Transposase) Escherichia coli BOLHHO - 18055599; 19717626 | Sequence-specific DNA binding Not Available
g PIPIN e . ~ Hydrolase activity, acting on
503 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. GM79 J2X5H7 - 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
504 mRNA interferase MgsR Photorhabdus spp. S10-54 ADA329WEO01 - 29877789 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
505 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) | ~Seudomonas spp. GM79 J3IHVS 23045501 activity Not Available
506 Uncharacterized protein Ga”"":;’c’ gﬁzz""m”a AOA3COI1D7 - 30148503 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Gammaproteobacteria _ Acetyl glucosaminyl transferase .
so7 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) bacterium AOATCEJBS2 31911466 activity Not Available
508 Uncharacterized protein Gammaproteobacteria AOA7CIMU14 - 31911466 Not Available Not Available
bacterium
g 1 6N Y . _ N Hydrolase activity, acting on
509 Poly-beta-1, 6-N-acetyl-D-glucosamine N Gammaproteabacteria AOA3D1S1W2 - 30148503 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB (Fragment) bacterium bonds
g 1 6N hy . _ N Hydrolase activity, acting on
510 Poly-beta-1, 6-N-acetyl-D-glucosamine N Gammaproteabacteria AOA7CIXX91 - 31911466 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB bacterium bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Gammaproteobacteria _ Acetyl glucosaminyl transferase .
s (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) bacterium ADATCITYPS 31911466 activity Not Available
Strain ATCC 35405 /
X . . DSM 14222 / CIP . .
512 Uncharacterized protein Treponema denticola 103919 / JCM 8153 / Q73J4V3 - 15064399 Not Available Not Available
KCTC 15104
513 Poly-beta-1, 6-N-acetyl-D-glucosamine Gammaproteobacteria AOA7C5JCET7 - 31911466 Not Available Not Available
biosynthesis protein PgaD bacterium
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Metakosakonia spp. MRY16- - Acetyl glucosaminyl transferase .
514 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) 398 ADA34BDF59 30524415 activity Not Available
g 1 6N hy . _ N Hydrolase activity, acting on
515 Poly-beta-1, 6-N-acetyl-D-glucosamine N Gammaproteabacteria AOA7CBAWGE - 31911466 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB (Fragment) bacterium bonds
g 1 6N Y . _ N Hydrolase activity, acting on
516 Poly-beta-1, 6-N-acetyl-D-glucosamine N Gammaproteabacteria AOA7C3CT95 - 31911466 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB bacterium bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Gammaproteobacteria _ Acetyl glucosaminyl transferase .
s17 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) bacterium ADASDEAXGO 30148503 activity Not Available
518 Poly-beta-1, 6-N-acetyl-D-glucosamine Gammaproteobacteria AOA3DSAWF3 - 30148503 Not Available Not Available
biosynthesis protein PgaD bacterium
519 Poly-beta-1, 6-N-acetyl-D-glucosamine Gammaproteobacteria AOA7C1XYQ8 - 31911466 Not Available Not Available
biosynthesis protein PgaD bacterium
Strain ATCC 15692 /
DSM 22644 | CIP
520 Fimbrial subunit CupA1 Pseudomonas aeruginosa 104116 / JCM 14847 QaIyz - 10984043 Not Available Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
521 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. AOA349Y4K3 - 30148503 Not Available Not Available
biosynthesis protein PgaD
522 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. AOA356JDL1 - 30148503 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine Deltaproteobacteria bacterium _ p P
523 biosynthesis protein PgaD RBG 13 60 28 AO0A1F9BIKO 27774985 Not Available Not Available
524 Surface composition regulator Shigella flexneri serotype X Strain 2002017 D2A7N5 - 19955273 Not Available Not Available
Strain ATCC 15692 /
DSM 22644 | CIP
525 GGDEF domain-containing protein Pseudomonas aeruginosa 104116 / JCM 14847 Qol6W3 - 10984043 Diguanylate cyclase activity Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 15692 /
DSM 22644 | CIP
526 GGDEF domain-containing protein Pseudomonas aeruginosa 104116 / JCM 14847 Q9HYQ2 - 10984043 Diguanylate cyclase activity Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 15692 /
DSM 22644 | CIP
527 GGDEF domain-containing protein Pseudomonas aeruginosa 104116 / JCM 14847 Q914M8 - 10984043 Diguanylate cyclase activity Not Available

/ LMG 12228 / 1C /
PRS 101 / PAO1
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DNA-(apurinic or apyrimidinic
Strain ATCC 15692 / site) endonuclease activity,
DSM 22644 | CIP double-stranded DNA 3'-5'
528 Exodeoxyribonuclease Il (EC 3.1.11.2) Pseudomonas aeruginosa 104116 / JCM 14847 G3XDB0 - 10984043 exodeoxyribonuclease activity, Not Available
/ LMG 12228 / 1C / exodeoxyribonuclease Il activity,
PRS 101 / PAO1 phosphoric diester Hydrolase
activity
Strain ATCC 15692 /
DSM 22644 | CIP
529 Fimbrial domain-containing protein Pseudomonas aeruginosa 104116 / JCM 14847 QYHTSO - 10984043 Not Available Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 15692 /
DSM 22644 | CIP
530 Probable fimbrial subunit CupB1 Pseudomonas aeruginosa 104116 / JCM 14847 Q9HWU2 - 10984043 Not Available Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 15692 /
DSM 22644 | CIP
531 Fimbrial subunit CupC1 Pseudomonas aeruginosa 104116 / JCM 14847 QI4X7 - 10984043 Not Available Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 15692 /
DSM 22644 | CIP
532 GGDEF domain-containing protein Pseudomonas aeruginosa 104116 / JCM 14847 Q9HZ57 - 10984043 Diguanylate cyclase activity Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 15692 /
. . . DSM 22644 | CIP GTP binding, GTPase activity,
533 508 ”bgsg’g‘f’)' (sé‘?;";:;iem'::)y‘efrg' i')pA (BC 1 pseudomonas aeruginosa | 104116 / JCM 14847 | QOHUGT -~ 10984043 ribosome binding, rRNA binding, Not Available
09 9p P / LMG 12228 / 1C / tRNA binding
PRS 101 / PAO1
Strain ATCC 15692 /
DSM 22644 | CIP
534 Uncharacterized protein Pseudomonas aeruginosa 104116 / JCM 14847 QoIeK0o - 10984043 Diguanylate cyclase activity Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 15692 / - -
iy o anarg
535 Regulatory protein Rsal. Pseudomonas aeruginosa 104116 / JCM 14847 G3XD78 - 10984043 ption repr Y Not Available
Transcription cis-regulatory
/ LMG 12228 / 1C / region bindin
PRS 101 / PAO1 9 9
536 Uncharacterized protein Xylella fastidiosa Strain M23 B21812 - 20601474 Not Available Not Available
537 Uncharacterized protein Pseudomonas spp. GM79 J2WV44 - 23045501 Not Available Not Available
538 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. GM79 J3DHL5 -~ 23045501 Not Available Not Available
biosynthesis protein PgaD
Acinetobacter b L Hydrolase activity, acting on
539 Biofilm PGA synthesis deacetylase PgaB cine %327; 2;;’""”""” AOAOE1PPJ3 - 24550340 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acinetobacter baumannii - Acetyl glucosaminyl transferase .
540 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) NCGM 237 ADAQE1PTS9 24550340 activity Not Available
N 4 AN . . ~ . L Hydrolase activity, acting on
541 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii AOAOE1PVR4 - 24550340 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB NCGM 237 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine auxiliary Acinetobacter baumannii _ . .
542 protein PgaD NCGM 237 AOAOE1PU81 24550340 Not Available Not Available
. Hydrolase activity, acting on
Strain DSM 112162 / § N .
543 PgaB Pseudomonas ogarae CECT 30235 / F113 G8PY99 - 22328765 carbon-nltrogggrfg:t not peptide) Not Available
Strain DSM 112162 / . .
544 PgaD Pseudomonas ogarae CECT 30235 / F113 G8PYA1 - 22328765 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Strain DSM 112162 / - Acetyl glucosaminyl transferase .
548 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) Pseudomonas ogarae | cect 30235 ) F113 | CBPYA? 22328765 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acinetobacter baumannii - Acetyl glucosaminyl transferase .
546 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) NCGM 237 ADAOE1PS38 24550340 activity Not Available
547 Toxin-antitoxin system Pseudomonas ogarae Strain DSM 112162 1| gq07+ - 22328765 Not Available Not Available
4 9 CECT 30235 / F113
. Candidatus .
548 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Competibacteraceae AOA43317B0 - 30578268 Acetyl glucosan_mjyl transferase Not Available
(Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) . activity
bacterium
. Candidatus
549 Poly-beta-1, 6-N-acetyl-D-glucosamine Competibacteraceae AOA3SOWCVS -~ 30578268 Not Available Not Available
biosynthesis protein PgaD )
bacterium
550 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. GM24 J2QNC2 - 23045501 Not Available Not Available
biosynthesis protein PgaD
X -1, 6-N-=: -D- f - Candidatus Hydrolase activity, acting on
551 Poly-beta-1, 6-N-acetyl-D-glucosamine N Competibacteraceae AOA3SOW208 -~ 30578268 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB )
bacterium bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
552 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. GM24 J3FT73 23045501 activity Not Available
553 Biofilm PGA synthesis auxiliary protein PgaD AC’"e“;\t,’ggz 'Z’ggma””” AOAOE1PYN7 -~ 24550340 Not Available Not Available
N 1 AN e . ~ Hydrolase activity, acting on
554 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. GM24 J2R4Q4 - 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Strain DSM 16069 /
555 Uncharacterized protein Kangiella koreensis KCTC 12182 / SW- C7RBF2 - 21304661 Not Available Not Available
125
556 Uncharacterized protein Pseudomonas spp. TCU-HL1 AOA1B3E8H3 - 27542933 Not Available Not Available
Candidatus
557 Uncharacterized protein Lambaaproteobacteria AOATF6HOI - 27774985 Not Available Not Available
RIFOXYD2_FULL_56_26
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
558 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter spp. ACNIH2 AO0A2LOHWN6 29437920 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " Lactobacillus _ Acetyl glucosaminyl transferase .
559 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Carnobacterium divergens divergens AOAT7IOFF87 30081251 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
560 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lysobacter enzymogenes AOA1J1EEU3 28065880 activity Not Available
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Hydrolase activity, acting on
561 HmsF protein Lysobacter enzymogenes AOA1J1EKH2 - 28065880 carbon-nitrogen (but not peptide) Not Available
bonds
562 Motility quorum-sensing regulator MgsR F’seudomo}gg;»l;orawens!s V8R8K1 - 24558233 Not Available Not Available
563 Surface composition regulator Salmonella .enter/ca subspp. | Senftenberg Str. Ad- G5R5Q1 - 21859443 Not Available Not Available
enterica serovar
Strain DSM 16069 / Hydrolase activity, acting on
564 Polysaccharide deacetylase Kangiella koreensis KCTC 12182 / SW- C7RBFO - 21304661 carbon-nitrogen (but not peptide) Not Available
125 bonds
565 Uncharacterized protein Pseudomonas spp. TCU-HL1 AOA1B3E8H9 - 27542933 Not Available Not Available
566 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter spp. ACNIH2 AOA2LOHWJO - 20437920 Not Available Not Available
biosynthesis protein PgaD
567 Uncharacterized protein Achromobacter xylosoxidans Strain A8 E3HKX9 - 21097610 Not Available Not Available
568 Uncharacterized protein Thioalkalivibrio sulfidiphilus Strain HL-EbGR7 B8GTH7 - 21475584 Not Available Not Available
569 Poly-beta-1, 6-N-acetyl-D-glucosamine Variovorax spp. CF313 J2JW7 -~ 23045501 Not Available Not Available
biosynthesis protein PgaD
. Strain GMI1000 .
570 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | /0 0:a oianacearum Pseudomonas Q8XT27 - 11823852 Acetyl glucosaminyl transferase Not Available
(Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) activity
solanacearum
571 Poly-beta-1, 6-N-acetyl-D-glucosamine Serratia marcescens AOATLBQPC1 -~ 28536292 Not Available Not Available
biosynthesis protein PgaD
g 4 BN e . ~ Hydrolase activity, acting on
572 Poly-beta-1, 6-N-acetyl-D-glucosamine N Variovorax spp. CF313 J2savs - 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Leptospira interrogans
. . serogroup . . L .
573 GGDEF family protein . Strain 56601 Q8F244 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Leptospira interrogans
574 Response regulator with GGDEF domain serogroup Strain 56601 Q8EZC6 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
575 Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacteriaceae bacterium AOA3COH2G8 - 30148503 Not Available Not Available
biosynthesis protein PgaD
576 Uncharacterized protein Enterobacteriaceae bacterium AOA3C2BJ06 - 30148503 Not Available Not Available
577 Poly-beta-1, 6-N-acetyl-D-glucosamine Xenorhabdus kozodoii AOA2DOLH81 -~ 28993611 Not Available Not Available
biosynthesis protein PgaD
Leptospira interrogans
. . serogroup . . L .
578 GGDEF family protein . Strain 56601 Q8F251 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase " _ Acetyl glucosaminyl transferase .
579 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Xenorhabdus kozodoii AOA2DOLIF9 28993611 activity Not Available
580 Toxin-antitoxin system, toxin component Enterobacteriaceae bacterium AOA3COH4J1 - 30148503 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
581 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacteriaceae bacterium AOA3C2BHHO -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Leptospira interrogans
. . serogroup . . L .
582 GGDEF family protein . Strain 56601 Q8F248 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Leptospira interrogans
. . serogroup . . L .
583 GGDEF family protein . Strain 56601 Q8F245 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
. . . Strain Temeculat / . .
584 Uncharacterized protein Xylella fastidiosa ATCC 700964 Q87EE2 - 12533478 Not Available Not Available
585 Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacteriaceae bacterium AOA3C2BGH1 - 30148503 Not Available Not Available
biosynthesis protein PgaD
Leptospira interrogans
586 GGDEF domain receiver component of a two serogroup Strain 56601 Q8F383 - 12712204 Diguanylate cyclase activity Not Available
component response regulator Icterohaemorrhagiae serovar
Lai
Leptospira interrogans
. . serogroup . . L .
587 GGDEF family protein . Strain 56601 Q8EXH2 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Strain DSM 18703 /
588 Surface composition regulator Cronobacter turicensis CCUG 55852 / LMG CoY2v2 - 21037008 Not Available Not Available
23827 / z3032
Leptospira interrogans
. . serogroup . . L .
589 GGDEF family protein . Strain 56601 Q8F246 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Leptospira interrogans
. . serogroup . . L .
590 GGDEF family protein . Strain 56601 Q8F247 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
g PIPIN e . ~ Hydrolase activity, acting on
591 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacteriaceae bacterium AOA3COH2V4 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
592 Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacteriaceae bacterium AOA351NN88 -~ 30148503 Not Available Not Available
biosynthesis protein PgaD
g 4 BN e . ~ Hydrolase activity, acting on
593 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacteriaceae bacterium AO0A351NN9O - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Hydrolase activity, acting on
594 Polysaccharide deacetylase Xenorhabdus kozodoii AOA2DOLH91 - 28993611 carbon-nitrogen (but not peptide) Not Available
bonds
Strain ATCC 14579 /
DSM 31 / CCUG 7414
. . ; / JCM 2152 /| NBRC . L .
595 Sensory box / GGDEF family protein Bacillus cereus 15305 / NCIMB 9373 Q819E1 - 12721630 Diguanylate cyclase activity Not Available
/ NCTC 2599 / NRRL
B-3711
Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacter cloacae complex - . .
596 biosynthesis protein PgaD spp. ECNIH11 AOA2S4SKF2 29437920 Not Available Not Available
597 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | .o 1o creriaceae bacterium AOA351NN89 - 30148503 Acetyl glucosaminyl transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) activity
Paraburkholderi ibensi Hydrolase activity, acting on
598 Biofilm PGA synthesis deacetylase PgaB araburholaeria carioensis AOAOPORAMO -~ 24558235 carbon-nitrogen (but not peptide) Not Available

MBA4

bonds
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Leptospira interrogans
599 GGDEF family protein serogroup Strain 56601 QBEXHS - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Leptospira interrogans
600 GGDEF family protein serogroup Strain 56601 Q8F249 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase y " _ Acetyl glucosaminyl transferase .
601 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Aquitalea magnusonii AOA3GIGKV2 28293292 activity Not Available
602 Poly-beta-1, 6-N-acetyl-D-glucosamine Xanthomonas vasicola pv. AOATCTF7Z7 -~ 32040377 Not Available Not Available
biosynthesis protein PgaD zeae
Hydrolase activity, acting on
603 Biofilm PGA synthesis deacetylase PgaB Aquitalea magnusonii AOA3GIGKG4 - 28293292 carbon-nitrogen (but not peptide) Not Available
bonds
604 Biofilm PGA synthesis protein PgaD Luteimona cucumeris ADA562L7U6 - 26203337 Not Available Not Available
g 1 6N hy . _ . Hydrolase activity, acting on
605 Poly-beta-1, 6-N-acetyl-D-glucosamine N Xanthomonas vasicola pv. AOA7C7B1HS - 32040377 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB zeae bonds
g 4 BN e . ~ Hydrolase activity, acting on
606 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. WS 5503 AOATYOWES9 - 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
607 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. WS 5503 AOA7YOWEE3 -~ 32587583 Not Available Not Available
biosynthesis protein PgaD
Xanth di Hydrolase activity, acting on
608 HmsF protein anthomonas .‘j’f"""p“ 'S PV Strain 306 Q8PLI6 . 12024217 carbon-nitrogen (but not peptide) Not Available
ot bonds
. - . . . Strain DSM 10527 / . - .
609 GGDEF domain-containing protein Rhodopirellula baltica NCIMB 13988 / SH1 Q7UXF6 - 12835416 Diguanylate cyclase activity Not Available
. . . Strain DSM 10527 / . - .
610 Probable response regulatory protein Rhodopirellula baltica NCIMB 13988 / SH1 Q7UF69 - 12835416 Diguanylate cyclase activity Not Available
611 Uncharacterized protein Xanthomonascgr);onopodls 4 Strain 306 Q8PLI8 - 12024217 Not Available Not Available
. . . Strain DSM 10527 / . - .
612 Probable response regulatory protein Rhodopirellula baltica NCIMB 13988 / SH1 Q7UR09 - 12835416 Diguanylate cyclase activity Not Available
613 Poly-beta-1, 6-N-acetyl-D-glucosamine Tatumella spp. OPLPL6 AOA2G8BYZ7 -~ 29067021 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Enterobacter cloacae complex - Acetyl glucosaminyl transferase .
614 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) spp. ECNIH11 AOA2S4SKES 20437920 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
615 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacter cloacae complex AOA2S4SKH4 -~ 29437920 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB spp. ECNIH11 bonds
616 Conserved hypothetical Membrane protein Pseudomonas fluorescens Strain SBW25 C3KAGO - 19432983 Not Available Not Available
Hydrolase activity, acting on
617 Putative lipoprotein Pseudomonas fluorescens Strain SBW25 C3KAF8 - 19432983 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Lentisoh pacteri Acetyl glucosaminyl transferase
618 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) entisphaerae bacterium AOA1GOYRVO - 27774985 Vg niny Not Available
GWF2_44_16 activity
(Fragment)
619 Surface composition regulator Enterobacter cloacae complex A0A2S4SUC2 - 29437920 Not Available Not Available
spp. ECNIH11
Yersini dotub losi Hydrolase activity, acting on
620 Haemin storage system, HmsF protein ersinia psze,gtyt;glercu osis Strain IP32953 Q66B30 - 15358858 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . _ Acetyl glucosaminyl transferase .
621 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Luteibacter yeojuensis AOA7X5QS05 16957102 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
622 Poly-beta-1, 6-N-acetyl-D-glucosamine N Luteibacter yeojuensis AOA7X5QS01 -~ 16957102 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
623 Surface composition regulator Serratia plymuthica S13 S4Y183 - 23929484 Not Available Not Available
Hydrolase activity, acting on
624 Biofilm PGA synthesis lipoprotein PgaB Luteimona cucumeris AO0A562L7KO - 26203337 carbon-nitrogen (but not peptide) Not Available
bonds
Hydrolase activity, acting on
625 PgaB protein Escherichia coli Strain 55989 / EAEC B7LFD3 - 19165319 carbon-nitrogen (but not peptide) Not Available
bonds
626 Poly-beta-1, 6-N-acetyl-D-glucosamine Luteibacter yeojuensis AOA7X5QS23 - 16957102 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L AL 3 . N Acetyl glucosaminyl transferase .
627 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Escherichia coli 06:K15:H31 Strain 536 / UPEC | AOA454A2Y6 16879640 activity Not Available
628 Haemin storage system, HmsS protein Yersinia psseilylgz)tgl;erculos!s Strain IP32953 Q66B28 - 15358858 Not Available Not Available
Hydrolase activity, acting on
629 Biofilm PGA synthesis lipoprotein PgaB (EC 3.-.-.-) Klebsiella pneumoniae Strain 342 B5Y382 - 18654632 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . . _ Acetyl glucosaminyl transferase .
630 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli Strain 55989 / EAEC B7LFD2 19165319 activity Not Available
631 Surface composition regulator Ki i pneumoniae Strain 342 B5XU41 - 18654632 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
632 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. WS 5027 AOATY1B5A9 - 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
633 Putative biofilm PGA synthesis protein PgaD Ki i pneumoniae Strain 342 B5Y384 - 18654632 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
634 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Luteimona cucumeris AOA562L7D7 26203337 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Xanthomonas vasicola pv. _ Acetyl glucosaminyl transferase .
635 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) zeae ADATCTB0Q2 32040377 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . _ Acetyl glucosaminyl transferase .
636 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Klebsiella pneumoniae Strain 342 B5Y383 18654632 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
637 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter cumulans AOA4P8DU29 -~ 30808586 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
. Candidatus Muproteobacteria
638 Po'y'bg;;‘: ’ng;gs'iascex'{g;‘géu‘;"sam'"e bacterium AOATF6UP26 - 27774985 Not Available Not Available
Y! P! 9 RBG_19FT COMBO_61_10
639 Surface composition regulator Cronobacter malonaticus AOA423XSW2 - 30416493 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L . - Acetyl glucosaminyl transferase .
640 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain AB0057 AOA7U4DG52 18931120 activity Not Available
641 Surface composition regulator Cronobacter malonaticus V5U106 - 24435860 Not Available Not Available
642 Uncharacterized protein Syntrophobacter spp. DG 60 AOAO0S7XQF1 - 25922666 Not Available Not Available
643 mRNA interferase MqsR Paraburkholderia madseniana AOABNBW8BUS - 32027304 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Sulfurimona spp. - Acetyl glucosaminyl transferase .
644 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) | RIFOXYD2 FULL 34 21 ADA1G3UF66 27774985 activity Not Available
645 Fimbrial protein Yersinia pestis A0A384KL23 - 11586360 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Citrobacter freundii complex _ Acetyl glucosaminyl transferase .
646 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) spp. CFNIH4 ADAZLOTFKS 20437920 activity Not Available
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Hydrolase activity, acting on
647 Hypothetical lipoprotein YcdR Escherichia coli Strain UTI89 / UPEC Q1RDJ4 - 16585510 carbon-nitrogen (but not peptide) Not Available
bonds
648 Poly-beta-1, 6-N-acetyl-D-glucosamine Gitrobacter freundii complex AOA2LOTFHY -~ 29437920 Not Available Not Available
biosynthesis protein PgaD spp. CFNIH4
. . Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Sulfurimona spp. - o N .
649 deacetylase PgaB RIFOXYD2_FULL._34_21 AOA1G3UF37 27774985 carbon: nltrogzgn(g:t not peptide) Not Available
650 Surface composition regulator Citrobacter freundii complex AOA2LOTH79 - 29437920 Not Available Not Available
spp. CFNIH4
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
651 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Yersinia pests QOWRJ6 11586360 activity Not Available
652 Uncharacterized protein Escherichia coli Strain UTI89 / UPEC Q1RDJ6 - 16585510 Not Available Not Available
g 1 6N hy . _ , - Hydrolase activity, acting on
653 Poly-beta-1, 6-N-acetyl-D-glucosamine N Gitrobacter freundii complex A0A2LOTG22 - 29437920 carbon-nitrogen (but not peptide)|  Not Available
deacetylase spp. CFNIH4 bonds
M tospirill Strain DSM 6361 /
654 Putative motility quorum-sensing regulator agnetospiriium JCM 21280 / NBRC |  V6F2G1 - 24625872 Not Available Not Available
gryphiswaldense
15271 / MSR-1
Poly-beta-1, 6-N-acetyl-D-glucosamine Sulfurimona spp. _ p P
655 biosynthesis protein PgaD RIFOXYD2 FULL 34 21 AO0A1G3UG59 27774985 Not Available Not Available
656 Hypothetical cytosolic protein Syntrophus aciditrophicus Strain SB Q2LYDO - 17442750 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
657 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Alcaligenaceae bacterium AOA7C6NLD6 32123542 activity Not Available
658 Poly-beta-1, 6-N-acetyl-D-glucosamine Alcaligenaceae bacterium AOATCBNL24 -~ 32123542 Not Available Not Available
biosynthesis protein PgaD
659 Putative membrane protein X"’”’hongi’sp g";;z_‘s’es"’s pv- Strain B100 AOA1X7QFSO - 18304669 Not Available Not Available
660 Uncharacterized protein Rhodanobacter spp. 115 14VP81 - 22843592 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
661 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pasteurellaceae bacterium AOA356E647 30148503 activity Not Available
662 Poly-beta-1, 6-N-acetyl-D-glucosamine Alcaligenaceae bacterium AOA2D8B7AS5 -~ 20337314 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
663 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pasteurellaceae bacterium AOA356EBH6 -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
664 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Alcaligenaceae bacterium AOA2D8B791 29337314 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
665 Poly-beta-1, 6-N-acetyl-D-glucosamine N Alcaligenaceae bacterium AOA7CENPES -~ 32123542 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
666 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Alcaligenes spp. EGD-AK7 U1YHE7 24407646 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase o - Acetyl glucosaminyl transferase .
667 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas trivialis AOAOH5A7V6E 26337878 activity Not Available
Hydrolase activity, acting on
668 Outer membrane N-deacetylase Pseudomonas trivialis AOAOH5ABT7 - 26337878 carbon-nitrogen (but not peptide) Not Available
bonds
669 Motility quorum-sensing regulator MgsR Pseudomonas trivialis AOAOH5A8B6 - 26337878 Not Available Not Available
Strain ATCC 33889 /
DSM 1251
670 Uncharacterized protein Sulfurimona denitrificans Tr.ugmlcrosplra. Q30SJ9 - 18065616 Not Available Not Available
denitrificans Strain
ATCC 33889 / DSM
1251
671 Uncharacterized protein Alcaligenes spp. EGD-AK7 U1XZ69 - 24407646 Not Available Not Available
Strain ATCC 33889 /
DSM 1251
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . e Thiomicrospira _ Acetyl glucosaminyl transferase .
672 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Sulfurimona denitrificans denitrificans Strain Q30SKo 18065616 activity Not Available
ATCC 33889 / DSM
1251
Strain ATCC 33889 /
ThiDo?T’:?c:S?ira Hydrolase activity, acting on
673 Polysaccharide deacetylase Sulfurimona denitrificans e pira Q30SK1 - 18065616 carbon-nitrogen (but not peptide) Not Available
denitrificans Strain bonds
ATCC 33889 / DSM
1251
674 Biofilm PGA synthesis protein PgaD Pseudomonas trivialis AOAOH5AAQ8 - 26337878 Not Available Not Available
Hydrolase activity, acting on
675 Outer membrane N-deacetylase Alcaligenes spp. EGD-AK7 U1ZPF8 - 24407646 carbon-nitrogen (but not peptide) Not Available
bonds
676 Uncharacterized protein Pediococcus damnosus AOAOR2HGU2 - 26415554 Not Available Not Available
Xanth Hydrolase activity, acting on
677 Biofilm PGA synthesis lipoprotein PgaB an Omg’”’/azzg’ym pv- Strain PXO99A | AOAOKOGHF3 - 18452608 carbon-nitrogen (but not peptide) Not Available
bonds
678 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. S04 AOABIBSR34 -~ 25398872 Not Available Not Available
biosynthesis protein PgaD
679 Putative toxin-antitoxin system, toxin component Bordetegzgeggls;/; ST01- AOABN3RY39 - 24356839 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
680 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. S04 AOABIBSSTS 25398872 activity Not Available
681 Surface composition regulator Yersinia pestis bv. Antiqua Strain Antiqua AOAOEINXPY -~ 16740952 DNA binding, DNA-directed DNA Not Available
polymerase activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
682 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Methylomona methanica Strain MC09 GOA376 22123758 activity Not Available
. . Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Bordetella pertussis STO1- _ - N .
683 deacetylase PgaB (EC 3.5.1.-) CHOC-0019 AOABN3RXJ4 24356839 carbon nltrogzgn(g:t not peptide) Not Available
684 Uncharacterized protein Methylomona methanica Strain MC09 GOA375 - 22123758 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
685 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lysobacter gummosus AOA0S2G4Y6 26597042 activity Not Available
Hydrolase activity, acting on
686 Haemin storage system, HmsF protein Yersinia pestis bv. Antiqua Strain Antiqua AOAOE 1NRKO - 16740952 carbon-nitrogen (but not peptide) Not Available
bonds
687 GGDEF family protein Coxiella burnetii Stralnmlﬁ?:::éie/l Nine Q83A76 - 12704232; 19047403 Diguanylate cyclase activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
688 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. S04 AOABIBSX07 - 25398872 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase g _ Acetyl glucosaminyl transferase .
689 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Anaeromyxobacter spp. PSR-1 AOAOD6QFS3 23709511 activity Not Available
Actinobacill Hydrolase activity, acting on
690 Biofilm PGA synthesis lipoprotein PgaB ctinobacilius Strain JLO3 BOBTK3 - 18197260 carbon-nitrogen (but not peptide) Not Available
pleuropneumoniae serotype 3 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
691 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas kairouanensis AOA4ZOANC1 30910423 activity Not Available
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g 4 BN e . ~ Hydrolase activity, acting on
692 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas kairouanensis AOA4ZOAPI9 - 30910423 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
693 Uncharacterized protein Macrococcus goetzii ADA395G7Z9 - 29951040 Not Available Not Available
694 Type Il toxin-antitoxin system MgsR family toxin | Pseudomonas kairouanensis ADA4Z0AZZ6 - 30910423 Not Available Not Available
695 Type Il toxin-antitoxin system MgsR family toxin Thermoanaerobacter spp. AOA7C7E8X0 - 32123542 Not Available Not Available
696 Uncharacterized protein Rhodopila globiformis R o | AOA2S6NPOS - 29423563 Not Available Not Available
697 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas kairouanensis AOA4ZOANQ1 - 30910423 Not Available Not Available
biosynthesis protein PgaD
. L . Burkholderiales bacterium y .
698 Toxin-antitoxin system, toxin component RIFOXYC12 FULL 60 6 AO0A1F4P0B8 - 27774985 Not Available Not Available
Strain ATCC 15692 /
DSM 22644 | CIP
699 GGDEF domain-containing protein Pseudomonas aeruginosa 104116 / JCM 14847 QoI2P4 - 10984043 Diguanylate cyclase activity Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
700 Surface composition regulator Salmonella paratyphi C Strain RKS4594 COPYXO0 - 19229335 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase " - Acetyl glucosaminyl transferase .
701 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Macrococcus goetzi AOA395G880 29951040 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Exiguobacterium chirighucha . Acetyl glucosaminyl transferase .
02 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) RW-2 u1Lzko 23620485 activity Not Available
703 Surface composition regulator Enterobacter lignolyticus Strain SCF1 E3GBM1 - 22180812 Not Available Not Available
704 Uncharacterized protein Acinetobacter baumannii Strain AYE BOV954 - 18350144 Not Available Not Available
Hydrolase activity, acting on
705 NodB homology domain-containing protein Acinetobacter baumannii Strain AYE BOV7F4 - 18350144 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
706 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Halomonas spp. 54_146 AOA101CZX4 26787827 activity Not Available
Hydrolase activity, acting on
707 NodB homology domain-containing protein Halomonas spp. 54_146 AOA101CZW4 - 26787827 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L . - Acetyl glucosaminyl transferase .
708 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain AYE BOV7F5 18350144 activity Not Available
Strain ATCC 15692 /
DSM 22644 | CIP
709 GGDEF domain-containing protein Pseudomonas aeruginosa 104116 / JCM 14847 Q9HZX6 - 10984043 Diguanylate cyclase activity Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
710 Uncharacterized protein Acinetobacter baumannii Strain AYE BOV7F6 - 18350144 Not Available Not Available
Strain ATCC 15692 /
DSM 22644 | CIP
7" Probable two-component response regulator Pseudomonas aeruginosa 104116 / JCM 14847 Q9HUW?7 - 10984043 Diguanylate cyclase activity Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Putative lipoprotein (Haemin storage system) Hydrolase activity, acting on
712 pop! (HmeF) g€ s Acinetobacter baumannii Strain AYE BOV956 -~ 18350144 carbon-nitrogen (but not peptide) Not Available
bonds
g PIPIN e . ~ Hydrolase activity, acting on
713 Poly-beta-1, 6-N-acetyl-D-glucosamine N Aeromona salmonicida AOA428VR46 - 30502493 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L . _ Acetyl glucosaminyl transferase .
714 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain AYE BOV955 18350144 activity Not Available
Caldanaerobacter
715 Uncharacterized protein subterraneus subspp. U5CHV1 - 24201201 Not Available Not Available
yonseiensis KB-1
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . — _ Acetyl glucosaminyl transferase .
716 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter ursingii AOA3D2SJG2 30148503 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
717 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacter hormaechei AOABG3F3N1 -~ 31477907 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
718 Biofilm PGA synthesis auxiliary protein PgaD Acinetobacter ursingii AOA3G9IGOUO - 28293292 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
719 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter ursingii AOA3D2SPM8 -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
720 Surface composition regulator Enterobacter hormaechei A0A2G4ZVG2 - 29088362 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
721 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobacter hormaechei AOA2J0PY96 29088362 activity Not Available
722 Surface composition regulator Enterobacter hormaechei ADAB6G3F999 - 31477907 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
723 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Achromobacter marplatensis J4QRO7 23105084 activity Not Available
724 Uncharacterized protein Achromobacter marplatensis J4J7Cc4 - 23105084 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
725 Poly-beta-1, 6-N-acetyl-D-glucosamine N Methylomona denitrificans AOA140E5K7 - 25580993 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
726 Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacter hormaechei AOABG3F3X4 -~ 31477907 Not Available Not Available
biosynthesis protein PgaD
727 Uncharacterized protein Achromobacter marplatensis J4J6D3 - 23105084 Not Available Not Available
Hydrolase activity, acting on
728 Hemin storage protein Achromobacter marplatensis J4AYMC5 - 23105084 carbon-nitrogen (but not peptide) Not Available
bonds
729 Uncharacterized protein Methylomona denitrificans AOA140E5K9 - 25580993 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
730 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Achromobacter marplatensis J4Y513 23105084 activity Not Available
731 Biofilm PGA synthesis auxiliary protein PgaD Acinetobacter ursingii AOA3GIFU89 - 28293292 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
732 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Methylomona denitrificans AOA140E5K8 25580993 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . — _ Acetyl glucosaminyl transferase .
733 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter ursingii AOA3GYFTN3 28293292 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
734 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacter hormaechei A0A2JOPYUO -~ 29088362 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Strain H10407 / Hydrolase activity, acting on
735 Polysaccharide deacetylase Escherichia coli O78:H11 ETEC E3PJJO - 20802035 carbon-nitrogen (but not peptide) Not Available
bonds
736 Surface composition regulator Escherichia coli O78:H11 S”a”gé%“m ! E3PJW4 - 20802035 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . § Strain H10407 / _ Acetyl glucosaminyl transferase .
737 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Escherichia coli O78:H11 ETEC E3PJI9 20802035 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Carnobacterium divergens - Acetyl glucosaminyl transferase .
38 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) DSM 20623 AOAORZHW 17 26415554 activity Not Available
739 Uncharacterized protein Staphylococcus aureus AOAOEOVNHO - 22375071 Not Available Not Available

subspp. aureus 71193
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. Candidatus Muproteobacteria .
740 PE’F',‘gbit):t;’_ 16Z‘foﬁ,y;{fsgﬁf“;ii?‘égec?i"}aﬁe bacterium AOATF6UP22 - 27774985 Aceylglucosaminy! transferase | Nt Available
Y ’ 4 1 RBG_19FT_COMBO 61 _10 Y
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . _ Acetyl glucosaminyl transferase .
74 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Acidobacteria bacterium AOA2V7YF32 29899444 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase " . Haemophilus - Acetyl glucosaminyl transferase .
42 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1..) | A99regatibacter aphrophilus aphrophilus ADASMEPFAG 30598730 activity Not Available
hotad BN e . ~ Gammaproteobacteria Hydrolase activity, acting on
743 Poly-beta-1, 6-N-acetyl-D-glucosamine N bacterium HGW- AOA2N1ZS52 - 28350393 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB .
protec ia-10 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . . Strain Tc-4-1 Bacills - Acetyl glucosaminyl transferase .
744 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Alicyclobacillus acidocaldarius acidocaldarius F8IJL3 21914900 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
745 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Lautropia spp. SCN 70-15 AOA1D2TKP6 26031303 activity Not Available
746 mRNA interferase MgsR Janthinobacterium spp. ADA349L6R0O - 30148503 Not Available Not Available
. Gammaproteobacteria .
747 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase bacterium HGW- AOA2N1ZS36 _ 28350393 Acetyl glucosan.u.nyl transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) tec ia-10 activity
748 Uncharacterized protein Alicyclobacillus acidocaldarius Stralq Te-4-1 Bacllls F8lJL4 - 21914900 Not Available Not Available
acidocaldarius
. Gammaproteobacteria
749 Poly-beta-1, 6-N-acetyl-D-glucosamine bacterium HGW- AOA2N1ZS44 -~ 28350393 Not Available Not Available
biosynthesis protein PgaD tec ia-10
750 Biofilm PGA synthesis protein PgaD Escherichia coli 0139:H28 S"”"":fég”" ! ATZKC6 - 18676672 Not Available Not Available
751 Uncharacterized protein Pseudomonas putida H8234 RIVGH1 - 23868128 Not Available Not Available
" ~ . Deltaproteobacteria bacterium _ y y
752 Motility quorum-sensing regulator MgsR RIFOXYD12 FULL 5624 AOA1FIL5Q3 27774985 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
753 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lautropia spp. SCN 70-15 AOA1D2TKRO -~ 26031303 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
754 Poly-beta-1, 6-N-acetyl-D-glucosamine Lautropia spp. SCN 70-15 AOA1D2TKI8 -~ 26031303 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ . Hydrolase activity, acting on
755 Poly-beta-1, 6-N-acetyl-D-glucosamine N Aggregatibacter aphrophilus Haemophilus AOA3MBPFB5 -~ 30598730 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB aphrophilus bonds
756 Uncharacterized protein Deitaproteobacteria bacterium AOATFILIKA - 27774985 Not Available Not Available
RIFOXYD12_FULL_56_24
757 Toxin-antitoxin system, toxin component Hafnia alvei FB1 ADA097R795 - 25075225 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Staphylococcus aureus - Acetyl glucosaminyl transferase .
%8 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) subspp. aureus CN1 TIYDR 23077354 activity Not Available
Hydrolase activity, acting on
759 Polysaccharide deacetylase Xenorhabdus ehlersii A0A2DOILC7 - 28993611 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . i Strain E24377A / - Acetyl glucosaminyl transferase .
760 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli 0139:H28 ATZKC7 18676672 activity Not Available
Strain E24377A / Hydrolase activity, acting on
761 Biofilm PGA synthesis lipoprotein pgaB (EC 3.-.-.-)| Escherichia coli 0139:H28 ETEC ATZKC8 - 18676672 carbon-nitrogen (but not peptide) Not Available
bonds
Hydrolase activity, acting on
762 Hemin storage protein Hafnia alvei FB1 AOA097R0G2 - 25075225 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L _ Acetyl glucosaminyl transferase .
763 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Xenorhabdus ehlersii AOA2DOILFO 28993611 activity Not Available
764 Putative intercellular adhgsmn protein A (Biofilm Vibrio parahaemolyticus Strain RIMD 2210633 Q87PP2 . 12620739 Not Available Not Available
formation) serotype O3:K6
765 Surface composition regulator Hafnia alvei FB1 ADA097R276 - 25075225 Not Available Not Available
766 Uncharacterized protein Legionella drancourtii LLAP12 GO9ERV4 - 22047552 Not Available Not Available
767 Poly-beta-1, 6-N-acetyl-D-glucosamine Xenorhabdus ehlersii AOA2DOILC2 - 28993611 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
768 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Hafnia alvei FB1 AOA097RO0I0 25075225 activity Not Available
769 Surface composition regulator Edwardsiella tarda Strain FL6-60 AOAOH3DQQ5 - 22003892 Not Available Not Available
770 Surface composition regulator Salmonella paratyphi A Stralnsl‘;;l'g&gﬁo / AOA735JW74 - 30286803 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " type O:2 Str. YE3094 / _ Acetyl glucosaminyl transferase .
77 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Yersinia enterocolitica % AOA7U7IYUS 24753568 activity Not Available
772 Surface composition regulator Yersinia enterocolitica | P& 02 ST YES094 71 p0r71s7F 702 - 24753568 DNA binding, DNA-directed DNA| o Ay zilabie
96 polymerase activity
773 Uncharacterized protein X"’"t”"m":::) t’:;'w’ um pv. Str. M081 V7ZEFO - 21722296 Not Available Not Available
774 Surface composition regulator Salmonella .enterfca subspp. 6,7:c:1,5 AOA740VH22 - 30286803 Not Available Not Available
enterica serovar
775 Surface composition regulator Yersinia enterocolitica type O:5, 27 St | Asa7u710GE -~ 24753568 DNA binding, DNA-directed DNA | ot Ayilable
YE149 /02 polymerase activity
. . L " type O:5, 27 Str. " .
776 Haemin storage system, HmsS protein Yersinia enterocolitica YE149 /02 AOA7U7FMU7 - 24753568 Not Available Not Available
777 IcaA (Fragment) Staphylococcus condimenti Q83ZI0 - 12957956 Not Available Not Available
. . . " type O:2 Str. YE3094 / . §
778 Uncharacterized protein Yersinia enterocolitica % AO0A7U7G2KO0 - 24753568 Not Available Not Available
779 Surface composition regulator Salmoneila enterica subspp. 44:z4, z24:- AO0A737NPA5 - 30286803 Not Available Not Available
houtenae serovar
780 Surface composition regulator Salmonella .enter/ca subspp. Miami AOA5I2DLX0 - 30286803 Not Available Not Available
enterica serovar
781 Haemin storage system, HmsS protein Yersinia enterocolitica type 02 Sg‘g YE3004/ AOA7U7IYG1 - 24753568 Not Available Not Available
782 Surface composition regulator Salmonella enterica subspp. AOA729FR63 - 30286803 Not Available Not Available
houtenae serovar 48:z4, z32:-
783 Surface composition regulator Salmone]la enterica subs'pp, Str. CT18 AOA718C8V5 - 30286803 Not Available Not Available
enterica serovar Typhi
784 Surface composition regulator Salmom?/la enterica subspp. 41:24, 223:- AOA741NOE9 - 30286803 Not Available Not Available
arizonae serovar
S-ribosylhnomocysteine lyase (EC 4.4.1.21) (Al-2 Iron ion binding, S-
785 synthesis protein) (Autoinducer-2 production Aeromona hydrophila B1PWE7 - 18930130 ribosylhomocysteine lyase Not Available
protein LuxS) activity
786 PsoR Pseudomonas putida Arthrobacter ABMN34 - 16585751; 18599835 DNA binding Not Available
siderocapsulatus
787 IcaA (Fragment) Staphylococcus condimenti Q83ZH5 - 12957956 Not Available Not Available
Yersini t Jiti Hydrolase activity, acting on
788 Biofilm PGA synthesis lipoprotein pgaB e’s’"’sv;"zfg‘;“’ nica FANONG - 21453472 carbon-nitrogen (but not peptide) Not Available
bonds
789 Uncharacterized protein (Fragment) Ki i pneumoniae Q1G0oU9 - 16861646 Not Available Not Available
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790 Uncharacterized protein Ki i pneumoniae Q1G0OV5 - 16861646 Not Available Not Available
791 Surface composition regulator Salmong/la enterica subspp. AOA729KY13 - 30286803 Not Available Not Available

enterica serovar Kouka
792 LysR_substrate (‘;fa'gi;';’;‘;”‘a'”'"g protein Klebsiella pneumoniae Q1GOW0 - 16861646 Not Available Not Available
793 Uncharacterized protein Ki i pneumoniae Q1G0oV8 - 16861646 Not Available Not Available
794 Surface composition regulator Salmoneila enterica subspp. 1, 40:z4, z32:- AO0A730WRJ9 - 30286803 Not Available Not Available
houtenae serovar
795 Uncharacterized protein Ki i pneumoniae Q1G0oU0 - 16861646 Not Available Not Available
Oxidoreductase activity, acting
. - . . . _ on the aldehyde or oxo group of .
796 Aldedh domain-containing protein Klebsiella pneumoniae Q1G0ov4 16861646 donors, NAD or NADP as Not Available
acceptor
797 Uncharacterized protein (Fragment) Ki i pneumoniae Q1G0T9 - 16861646 Not Available Not Available
798 Uncharacterized protein (Fragment) Ki i pneumoniae Q1G0U6 - 16861646 Not Available Not Available
799 Uncharacterized protein uncultured D:psrj’”"ba“e”‘”" E1YIC6 - 21176053 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L _ Acetyl glucosaminyl transferase .
800 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii C8YYH7 19633088 activity Not Available
801 Autoinducer-2 ABC transporter permease protein Klebsiella pneumoniae C8BNA6 - 20600864 Transmem:;:xvtransporter Not Available
802 Uncharacterized protein Ki i pneumoniae Q1G0UsS - 16861646 Not Available Not Available
803 Urease accessory protein UreF Staphylococcus spp. T-02 B9A8BF9 - 20208338 Nickel cation binding Not Available
804 Surface composition regulator Yersinia enterocolitica FANSY4 - 21453472 DNA binding, DNA-directed DNA| ¢ Available
w22703 polymerase activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Yersini t Jiti Acetyl glucosaminyl transferase
805 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) ersinia enterocolitica FAMUXS - 21453472 Vg niny Not Available
w22703 activity
(Fragment)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase e _ Acetyl glucosaminyl transferase .
806 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus capitis Q6Y189 12957956 activity Not Available
807 Surface composition regulator Salmonella typhimurium A0A701JYH4 - 30286803 Not Available Not Available
808 Surface composition regulator Salmonella .enter/ca subspp. Orion AOA3T2WB67 - 30286803 Not Available Not Available
enterica serovar
809 Surface composition regulator Salmonella gallinarum AOA3VINPH3 - 30286803 Not Available Not Available
810 IcaR (Fragment) Staphylococcus capitis QBYI186 - 12957956 DNA binding Not Available
811 Uncharacterized protein Ki i pneumoniae Q1G0U2 - 16861646 Not Available Not Available
812 IcaA (Fragment) Staphylococcus capitis Q83ZH3 - 12957956 Not Available Not Available
~ . - . Protein-N(PI)-phosphohistidine-
813 PTS BIIC type-3 domain-containing protein Klebsiella pneumoniae Q1GoU4 - 16861646 sugar phosphoTransferase Not Available
(Fragment) "
activity
Biofilm polysaccharide intercellular adhesin - .
deacetylase (Intercellular adhesion protein B) Hydrolase acivity, acting on
814 . Staphylococcus capitis QeY187 - 12957956 carbon-nitrogen (but not peptide) Not Available
(Poly-beta-1, 6-N-acetyl-D-glucosamine N- - B
bonds, in linear amides
deacetylase) (Fragment)
815 Surface composition regulator Salmonella .enter/ca subspp. Ohio AOA3V5VUXO0 - 30286803 Not Available Not Available
enterica serovar
816 Surface composition regulator Salmoneila enterica subspp. 43:z4, 223:- AOA730K0OK8 - 30286803 Not Available Not Available
houtenae serovar
817 Uncharacterized protein Yers’”’ﬁv‘zgt%gw”“m FAMUX9 - 21453472 Not Available Not Available
818 Surface composition regulator Salmpne/la enterica subspp, AOA3V7VTQ9 - 30286803 Not Available Not Available
enterica serovar Paratyphi B
819 Surface composition regulator Salmonella .enter/ca subspp. Rubistaw Str. ATCC AOABWONR32 - 30286803 Not Available Not Available
enterica serovar 10717
Biofilm polysaccharide intercellular adhesin
synthesis protein IcaD (Intercellular adhesion " _ . .
820 protein D) (Poly-beta-1, 6-N-acetyl-D-glucosamine Staphylococcus capitis Q6Y188 12957956 Not Available Not Available
synthesis protein IcaD) (Fragment)
S-adenosylmethionine decarboxylase proenzyme
(AdoMetDC) (SAMDC) (EC 4.1.1.50) [Cleaved Adenosylmethionine
821 into: S-adenosylmethionine decarboxylase beta Bacillus cereus AODA063CLJ3 - 25301660; 30637927 Y - Not Available
L - decarboxylase activity
chain; S-adenosylmethionine decarboxylase alpha
chain]
5'-3' exoribonuclease activity,
822 Ribonuclease J (RNAse J) (EC 3.1.-.-) Bacillus cereus AOA0B8NAJ3 - 25301660 endoribonuclease activity, RNA Not Available
binding, zinc ion binding
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
823 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus aureus AOA2S6DQT8 29479347 activity Not Available
- ; 25301660; 31228823; . .
824 Global transcriptional regulator Spx Bacillus cereus AOA2ABED49 - 30637927: 33353020 Not Available Not Available
825 Surface composition regulator Salmonella hadar AOA3V2W5E6 - 30286803; 30902850 Not Available Not Available
. 3'-5'-exoribonuclease activity,
826 Ribonuclease PH (RNAse PH) (EC 2.7.7.56) Bacillus cereus AOAO80TUNG -~ 31228823; 30637927 tRNA binding, tRNA Not Available
(tRNA nucleotidyl transferase) N L
nucleotidylTransferase activity
5'-3' exoribonuclease activity,
827 Ribonuclease J (RNAse J) (EC 3.1.-.-) Bacillus cereus AOA063CPQ3 - 25301660 endoribonuclease activity, RNA Not Available
binding, zinc ion binding
828 Surface composition regulator Salmonella .enter/ca subspp. Braenderup AOA3T3G645 - 30286803 Not Available Not Available
enterica serovar
829 Type Il toxin-antitoxin system MgsR family toxin Yersinia pestis AOA3N4BIT9 - 11586360 Not Available Not Available
830 Surface composition regulator Salmonella .enter/ca subspp. Javiana AOA3V7PI12 - 30286803 Not Available Not Available
enterica serovar
831 Surface composition regulator Salmonella anatum AOA2T8MEV5 - 30286803; 30902850 Not Available Not Available
832 Surface composition regulator Salmonella potsdam A0A5I6RXB1 - 30286803 Not Available Not Available
833 Surface composition regulator Salmonella .enter/ca subspp. Coeln AOA5I3IDD6 - 30286803 Not Available Not Available
enterica serovar
834 Surface composition regulator Salmonella .enter/ca subspp. Napoli AOA5HBJADS - 30286803 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
835 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus lugdunensis A8BDMY8 17635864 activity Not Available
836 Surface composition regulator Salmonella .enter/ca subspp. AOA720D3V5 - 30286803 Not Available Not Available
enterica serovar
837 AHL-dependent Transcriptional regulator Edwardsiella tarda QB60HMO - 16233705; 19283379 DNA binding Not Available
838 Surface composition regulator Salmonella enteritidis PT4 Strain P125109 AOA724LRF7 - 30286803 Not Available Not Available
839 Surface composition regulator Salmonella enterica subspp. Havana AOA3V3TZ71 - 30286803 Not Available Not Available

enterica serovar
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840 Surface composition regulator Salmonella .enterfca subspp. Eastbourne AOA3V5UUL8 - 30286803 Not Available Not Available
enterica serovar
841 Surface composition regulator Salmonella .enter/ca subspp. Haifa AOA3V5ZEC4 - 30902850 Not Available Not Available
enterica serovar
842 Surface composition regulator Edwardsiella piscicida AOA034SUT9 - 24926054 Not Available Not Available
g43  |Adenosylhomocysteinae (EC 3.3.1.1) (S-adenosyk-| - poo 1o monas aeruginosa K7QUT8 -~ 22942290 Adenosylhomocysteinae activity Not Available
L-homocysteine Hydrolase) (AdoHcyase)
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase activity, acting on
844 deacetylase (Poly-beta-1, 6-N-acetyl-D- Pseudomonas lactis AOA219A6N9 - 32587583 carbon-nitrogen (but not peptide) Not Available
glucosamine N-deacetylase PgaB) (EC 3.5.1.-) bonds
845 Surface composition regulator Salmonella .enter/ca subspp. Bareilly A0A4Z87843 - 30286803; 30902850 Not Available Not Available
enterica serovar
g PIPIN e . ~ Hydrolase activity, acting on
846 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas prosekii AOA3L8CDD7 - 29867824 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
Biofilm PGA synthesis lipoprotein PgaB (EC 3.-.-.-) Hydrolase activity, acting on
847 (Poly-beta-1, 6-N-acetyl-D-glucosamine N- Pseudomonas lactis 14KF65 - 22792073; 32587583 | carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB) (EC 3.5.1.-) bonds
848 DNA polymerase Ill subunit delta (EC 2.7.7.7) | g0 i0c0ccus lugdunensis AOAON7BAQ7 - 26416910 DNA binding, DNA-directed DNA| o A zilabie
(HolA) polymerase activity
. " . 3-hydroxyisobutyryl-CoA
849 8-hydroxylisobutyryl-CoA Hydrolase (Putative Acinetobacter oleivorans | SN JCM 16667 /| g 155 -~ 20629796; 20639327 | Hydrolase activity, isomerase Not Available
enoyl-CoA hydratase / isomerase family protein) KCTC 23045 / DR1 activity
850 Surface composition regulator Salmonella .enterfca subspp. Concord AO0A2R4D758 - 30286803 Not Available Not Available
enterica serovar
851 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas prosekii AOA3LBCDF8 -~ 20867824 Not Available Not Available
biosynthesis protein PgaD
852 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter schindleri AOA2S1FFO5 - 20954893 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine
853 biosynthesis protein PgaD (Putative biofilm PGA Pseudomonas lactis AOAOR3BJYO - 22792073; 32587583 Not Available Not Available
synthesis protein PgaD)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
854 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Acinetobacter cumulans AOA3A8G879 30808586 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase " - Acetyl glucosaminyl transferase .
855 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Pseudomonas prosekii AOA3L8CCK9 29867824 activity Not Available
856 ComE operon protein 2 (ComEB) Staphylococcus lugdunensis AOAON7B1F5 - 26416910 dcMP deam';:%;z"my’ Zincion Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ . Acetyl glucosaminyl transferase .
857 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Pseudomonas lactis 14KC34 22792073; 32587583 activity Not Available
858 Surface composition regulator Ki i oxytoca AOA0G3S4R7 - 29437920 Not Available Not Available
859 Motility quorum-sensing regulator MasR (Type Il Pseudomonas lactis 14KAK6 -~ 22792073; 32587583 Not Available Not Available
toxin-antitoxin system MasR family toxin)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ . Acetyl glucosaminyl transferase .
860 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Yersinia pestis AOA1U8QLL4 12142430; 15368893 activity Not Available
861 HTH-type Tra”sc”‘iggzztfr‘f“'a"" LuxR (LuxR Vibrio scophthalmi HEURH3 - 23198796 DNA binding Not Available
862 Acyl»homoseripe-lactone synth.ase (EQ 2.3.1.184) Aeromona hydrophila Q271v3 _ 19729404 N-acyl homosering !actone Not Available
(Autoinducer synthesis protein) synthase activity
863 Surface composition regulator Yersinia pestis QOWDU2 -~ 11586360 DNA binding, DNA-directed DNA Not Available
polymerase activity
864 Fimbrial protein (Similar to pilin F17d-A) (Type 1 Yersinia pestis Q9zC32 - 11586360 Not Available Not Available
fimbrial protein)
g 4 BN e . ~ Hydrolase activity, acting on
865 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter wuhouensis AOA385C6B4 -~ 30117799 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
866 AnyR (LuxR family Transcriptional regulator) Aeromona hydrophila Q271v4 - 19729404 DNA binding Not Available
(LuxR-type Transcriptional requlator)
867 Surface composition regulator Salmonella .enter/ca subspp. Lattenkamp AOA5W2LQM8 - 30286803 Not Available Not Available
enterica serovar
. . iy 9249062; 10438760; . L .
868 HmsT (HmsT protein) Yersinia pestis QIX5X6 - 10463178: 11586360 Diguanylate cyclase activity Not Available
Haemin storage system, HmsF protein (HmsF Hydrolase activity, acting on
869 protein) (Poly-beta-1, 6-N-acetyl-D-glucosamine N- Yersinia pestis Q9R7V4 - 11586360 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB) (EC 3.5.1.-) bonds
870 Surface composition regulator Salmonella .enter/ca subspp. Mbandaka AOA418ZAKS8 - 30286803; 31099590 Not Available Not Available
enterica serovar
871 Frimbrial protein (Putative frimbrial protein) (Type Yersinia pestis Q306M1 -~ 11586360 Not Available Not Available
1 fimbrial protein)
Haemin storage system, HmsS protein (HmsS)
872 (HmsS protein) (Poly-beta-1, 6-N-acetyl-D- Yersinia pestis P74989 - 9249062; 11586360 Not Available Not Available
glucosamine biosynthesis protein PgaD)
Poly-beta-1, 6-N-acetyl-D-glucosamine . . . .
873 . N X Acinetobacter wuhouensis AOA385C8R0 - 30117799 Not Available Not Available
biosynthesis protein PgaD
Strain ATCC 14581 /
DSM 32 / JCM 2506 /|
Poly-beta-1, 6-N-acetyl-D-glucosamine . . NBRC 15308 / - . .
874 biosynthesis protein PgaD Bacillus megaterium NCIMB 9376 / NCTC AOAOBBAKG3 25931591 Not Available Not Available
10342 / NRRL B-
14308 / VKM B-512
Amyloid fiber anchoring / assembly protein TapA
875 (Biofilm formation protein) (Lipoprotein for biofilm Bacillus glycinifermentans AOAQ0T6BTZ5 - 26297378 Not Available Not Available
formation)
876 Surface composition regulator Citrobacter pasteurii AOABNBKIP3 - 30087402 Not Available Not Available
877 Surface composition regulator Salmonella enterica | A0A3Z0GZU8 - 30286803 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L AOAODBGQW _ Acetyl glucosaminyl transferase .
878 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii 0 26170289 activity Not Available
Strain LT2 / . .
879 Anti-FIhC(2)FIhD(4) factor YdiV Salmonella typhimurium SGSC1412 / ATCC Q8zLB9 - 11260463; 11677609, Not Available Not Available
700720 11929533
Biofilm synthesis auxiliary protein PgaD (Poly-beta|
1, 6-N-acetyl-D-glucosamine auxiliary protein . L. _ 25136007; 25845845, . .
880 PgaD) (Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii AOA059ZRK6 26170289 Not Available Not Available
biosynthesis protein PgaD)
e s . g " Hydrolase activity, acting on
881 Biofilm PGA synthesis lipoprotein pgaB (Poly-beta-| oo baumannii AOABLBMEI5 -~ 27917170; 29137647 | carbon-nitrogen (but not peptide) Not Available
1, 6-N-acetyl-D-glucosamine N-deacetylase PgaB) bonds
882 Type Il toxin-antitoxin system MgsR family toxin | Pseudomonas spp. WS 5010 AOA7Y0ZGX5 - 32587583 Not Available Not Available
Gallionellales bacterium
883 mRNA interferase MgsR RIFCSPHIGHO2_02_FULL_57 AOA1GOEFX2 - 27774985 Not Available Not Available
_16
884 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas spp. WS 5010 AOA7Y0ZLO7 - 32587583 Acetyl glucosaminyl transferase Not Available
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885 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. WS 5010 AOATYOZL43 -~ 32587583 Not Available Not Available
biosynthesis protein PgaD
886 Uncharacterized protein B“’kh‘gzsgf’egﬁbj';te”“m AOA1F4HBD6 - 27774985 Not Available Not Available
887 Poly-beta-1, 6-N-acetyl-D-glucosamine Rhodocyclaceae bacterium AOATCBVPP3 -~ 32123542 Not Available Not Available
biosynthesis protein PgaD
Ach bact itoxva Hydrolase activity, acting on
888 Outer membrane N-deacetylase chromobac Zr;gsem oxydans HOF5P5 - 22328747 carbon-nitrogen (but not peptide) Not Available
bonds
889 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. GM25 J2P592 -~ 23045501 Not Available Not Available
biosynthesis protein PgaD
Klebsiell . Hydrolase activity, acting on
890 Putative polysaccharide deacetylase eosiela pneumonias Strain HS11286 | AOAOH3GL72 - 22408243 carbon-nitrogen (but not peptide) | Not Available
subspp. pneumoniae bonds
Rhodocyclales bacterium
891 Uncharacterized protein RIFCSPLOWO2_02_FULL_63 AOA1G3HT42 - 27774985 Not Available Not Available
24
892 Uncharacterized protein Pseudomonas spp. GM25 J2XBE6 - 23045501 Not Available Not Available
893 Biofilm PGA synthesis protein PgaD Pseudomonas spp. Strain M1 WS5INN3 - 10388678; 23405299 Not Available Not Available
Rhodocyclales bacterium
894 Uncharacterized protein RIFCSPLOWO2_02_FULL_63 AOA1G3HJF3 - 27774985 Not Available Not Available
24
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Candidatus Desulfofervidi Hydrolase activity, acting on
895 4 ' yiD-g andidatus Desulfofervidus AOA7COY3MO - 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) auxilii bonds
Hydrolase activity, acting on
896 Putative hemin storage protein Bordetella bronchiseptica 253 AOAOC6P1R7 - 23051057 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Candidatus Desulfofervidus _ Acetyl glucosaminyl transferase .
897 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) auxili ADATCOYEF6 31911466 activity Not Available
898 Surface composition regulator Kosakonia r:ggggcltans bsM AOA1VOLHN3 - 22965092 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
899 (Poly-beta-1, 6-GICNAG synthase) (EC 2.4.1.-) | ~Seudomonas spp. GM25 JsraTY 23045501 activity Not Available
900 Uncharacterized protein Bordetella bronchiseptica 253 AOAOC6EP5T2 - 23051057 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . ’ - Acetyl glucosaminyl transferase .
901 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Bordetella bronchiseptica 253 AOAOC6P4Z6 23051057 activity Not Available
902 Motility quorum-sensing regulator MgsR Pseudomonas fluorescens ADA166MX06 - 29769716 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
903 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Stenotrophomonas spp. DDT-1 AOA149QNS6 26888254 activity Not Available
904 mRNA interferase MgsR Betaproteobacteria bacterium AOA2N2RGM4 - 28350393 Not Available Not Available
HGW-Betaproteobacteria-3
905 Type Il toxin-antitoxin system MgsR family toxin Pseudomonas fluorescens AOA7Z8NMX6 - 31040301 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
906 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fluorescens AOA160A1X0 29769716 activity Not Available
. . AO0A149QNot . .
907 Hemin storage protein Stenotrophomonas spp. DDT-1 Available0 - 26888254 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
908 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fluorescens AOA16126J8 29769716 activity Not Available
909 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas fluorescens AOA166NCZ6 -~ 29769716 Not Available Not Available
biosynthesis protein PgaD
910 Type Il toxin-antitoxin system MgsR family toxin Pseudomonas veronii AOA7Y0ZQPO - 32587583 Not Available Not Available
911 Motility quorum-sensing regulator MgsR Pseudomonas spp. S49 AOA7Z2MA4T1 - 25398872 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
912 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas veronii AOATY0ZZU3 -~ 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
913 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas fluorescens AOAONIWHA4 -~ 29769716 Not Available Not Available
biosynthesis protein PgaD
Strain DSM 19002 /
914 Uncharacterized protein Mycetohabitans rhizoxinica CIP 109453 / HKI. 454 E5AT95 - 21131495 Not Available Not Available
Paraburkholderia
rhizoxinica
g PIPIN e . ~ Hydrolase activity, acting on
915 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas fluorescens AOA160A2W4 - 29769716 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
916 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas fluorescens AOA160A0I6 - 29769716 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
917 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas fluorescens AOAONOW7I0 -~ 29769716 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g 4 BN e . ~ Hydrolase activity, acting on
918 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas veronii AOATY1ABU3 -~ 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
919 Putative bicfilm formation, controlled by quorum Pseudoalteromonas Strain TAC 125 Q3IK57 - 16169927 Not Available Not Available
sensing, formation of cell aggregates translucida
920 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas fluorescens AOAONIWGY1 - 29769716 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
921 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fluorescens AOAONOWHZ0 29769716 activity Not Available
Hydrolase activity, acting on
922 Hemin storage protein Stenotrophomonas spp. DDT-1 AO0A149QN88 - 26888254 carbon-nitrogen (but not peptide) Not Available
bonds
g PIPIN e . ~ Hydrolase activity, acting on
923 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas fluorescens AOAONOVTC1 -~ 29769716 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
924 Type Il toxin-antitoxin system MgsR family toxin Pseudomonas veronii AOA7Y1ABA9 - 32587583 Not Available Not Available
925 Putative membrane protein Xanthomonas citri pv. H8FLX0 - 22582385 Not Available Not Available
mangiferaeindicae LMG 941
Hydrolase activity, acting on
926 Polysaccharide deacetylase Xenorhabdus spp. KK7.4 AOA2DOK518 - 28993611 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
927 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus delphini AOA2A4GXC5 28859126 activity Not Available
928 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas veronii AOATY1ABU2 -~ 32587583 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L - Acetyl glucosaminyl transferase .
929 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas veronii AOA7Y1ABV4 32587583 activity Not Available
. L Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Xanthomonas citri pv. _ - N .
930 deacetylase (EC 3.5.1.-) mangiferasindicae LMG 941 H8FLX2 22582385 carbon: nltrogzgn(g:t not peptide) Not Available
931 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. S49 AOATZ2MAF2 - 25398872 Not Available Not Available
biosynthesis protein PgaD
932 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas spp. S49 AOA7Z2M356 _ 25308872 Acetyl glucosaminyl transferase Not Available
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Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
933 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus delphini AOA2A4HFR7 28859126 activity Not Available
934 Poly-beta-1, 6-N-acetyl-D-glucosamine Xenorhabdus spp. KK7.4 AOA2DOK575 -~ 28993611 Not Available Not Available
biosynthesis protein PgaD
935 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas veronii AOAOR2ZUT3 - 32587583 Not Available Not Available
biosynthesis protein PgaD
g 4 BN e . ~ Hydrolase activity, acting on
936 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. S49 AOA7Z2M3J1 - 25398872 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Xanthomonas citri pv. _ Acetyl glucosaminyl transferase .
937 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) | mangiferaeindicae LMG 941 HeFLXx1 22562385 activity Not Available
938 Type Il toxin-antitoxin system MqsR family toxin Solimona terrae AOAGNZIZBWG - 24421276 Not Available Not Available
939 Uncharacterized protein Achr °'"°ba°t§’f;se""“’xyda”s HOF5P7 - 22328747 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase |Achromobacter arsenitoxydans _ Acetyl glucosaminyl transferase .
940 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) HOFSPe 22328747 activity Not Available
. . Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Xanthomonadales bacterium _ - N .
941 deacetylase PgaB RIFOXYA1_FULL 69 10 AOA1G4A9M8 27774985 carbon: nltrogzgn(g:t not peptide) Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacteriaceae bacterium _ p P
942 biosynthesis protein PgaD ENNIH2 ADA2I8QSJ0 29437920 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Xanthomonadales bacterium _ Acetyl glucosaminyl transferase .
943 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) | RIFOXYA1 FULL 69 10 ADATGAASHS 27774985 activity Not Available
944 Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacter spp. EC-NT1 AOA3D8XP45 -~ 20665424 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
945 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Enterobacter spp. EC-NT1 AOA3D8XNY3 29665424 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
946 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacter spp. EC-NT1 AOA3DBXP54 - 29665424 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
947 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Pseudomonas lactis AOA7Y1LIK1 32587583 activity Not Available
948 Motility quorum-sensing regulator MgsR Agrobacterium rubi AOA1BOTWB4 - 27547538 Not Available Not Available
949 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas lactis AOA7Y1LIN2 - 32587583 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
950 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. GM30 W6VK76 -~ 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
951 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. GM30 WBW1H7 - 23045501 Not Available Not Available
biosynthesis protein PgaD
952 Surface composition regulator Enterobacter spp. EC-NT1 AOA3D8XGN6 - 29665424 Not Available Not Available
953 Biofilm PGA synthesis protein PgaD Pseudomonas spp. Os17 AOA0D6B9Q4 - 25496595 Not Available Not Available
954 Uncharacterized protein Pseudomonas fuscovaginae AOAONOVKMO - 26422147 Not Available Not Available
955 Uncharacterized protein Deltaproteobacteria bacterium AOAFIMNG7 - 27774985 Not Available Not Available
RIFOXYD12_FULL_50_9
Hydrolase activity, acting on
956 Outer membrane N-deacetylase Pseudomonas spp. Os17 AOAOD6BA39 - 25496595 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
957 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Pseudomonas spp. Os17 AOAOD6B9S5 25496595 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
958 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Leclercia spp. LSNIH1 AOA2I8NRS9 29437920 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
959 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fuscovaginae AOAOMIGJ16 26422147 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
960 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas fuscovaginae AOAONOVKPO -~ 26422147 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
961 Poly-beta-1, 6-N-acetyl-D-glucosamine Leclercia spp. LSNIH1 AOA2I8NRRS -~ 20437920 Not Available Not Available
biosynthesis protein PgaD
962 Surface composition regulator Salmonella newport Strain SL254 AOAOH3BM79 - 21602358 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
963 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Burkholderia spp. KJO06 12DW95 22843575 activity Not Available
964 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. GM80 J3DTAO - 23045501 Not Available Not Available
biosynthesis protein PgaD
Hydrolase activity, acting on
965 Biofilm PGA synthesis deacetylase PgaB Burkholderia spp. KJ006 12DW94 - 22843575 carbon-nitrogen (but not peptide) Not Available
bonds
966 Uncharacterized protein Acfdithmba%”gl; ferrivorans G0JSS8 - 21705598 Not Available Not Available
Strain DSM 19095 /
967 Uncharacterized protein Pseudomonas protegens LMG 27888 /| CFBP | AOA2C9EED5 - 24762936 Not Available Not Available
6595 / CHAO
968 Surface composition regulator Salmonella heidelberg Strain SL476 AOA6C6ZPJ5 - 21602358 Not Available Not Available
969 Surface composition regulator Salmonella .enter/ca subspp. Lubbock AOABCBLYN6 - 31527278 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine Xanthomonadales bacterium . p P
970 biosynthesis protein PgaD RIFOXYA1 FULL 69 10 AOA1G4A9L8 27774985 Not Available Not Available
Strain DSM 19095 /
971 Uncharacterized protein Pseudomonas protegens LMG 27888 / CFBP | AOA2C9EGUO - 24762936 Not Available Not Available
6595 / CHAO
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Enterobacteri: bacteri Hydrolase activity, acting on
972 4 ’ yi-D-g nterobacteriaceae bacterium AOA2I8QUWS -~ 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB ENNIH2 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Strain DSM 19095 / Hydrolase activity, acting on
973 4 deace’ Jase P ayB (EgC 35.1.-) Pseudomonas protegens LMG 27888 / CFBP | AOA2C9EE93 - 24762936 carbon-nitrogen (but not peptide) Not Available
tylase Pg 51 6595 / CHAO bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Enterobacteriaceae bacterium - Acetyl glucosaminyl transferase .
or4 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) ENNIH2 AOA2IBASF7 20437920 activity Not Available
975 Surface composition regulator Salmonella enterica subspp. | ajachya Str. R6-377 G5LTU2 . 21859443 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Lo - Acetyl glucosaminyl transferase .
976 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas silesiensis AOA191YLQS5 29153257 activity Not Available
977 mRNA interferase MgsR Pseudomonas silesiensis AOA191YXNG6 - 29153257 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
978 Poly-beta-1, 6-N-acetyl-D-glucosamine N Ralstonia pickettii OR214 ROCKR4 -~ 23792748 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
979 Uncharacterized protein Arenimona spp. SCN 70-307 AOA1D2RX64 - 26031303 Not Available Not Available
Strain DSM 19862 / Hydrolase activity, acting on
980 Polysaccharide deacetylase (EC 3.-.-.-) Sulfurimona gotlandica H1FST3 - 22203982 carbon-nitrogen (but not peptide) Not Available
JCM 16533 / GD1 bonds
981 mRNA interferase MgsR Herbaspirillum aquaticum A0A225STC8 - 19671717 Not Available Not Available
982 Uncharacterized protein Sulfurimona gotlandica Strain DSM 19862 / B6BJF3 - 22203982 Not Available Not Available

JCM 16533 / GD1
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Classification of

Target ID Bacterial Protein Name Organism Name Strain UniProt ID PDB ID PubMed ID GO Molecular Function Function as per PDB
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase R - _ Acetyl glucosaminyl transferase .
983 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Ralstonia pickettii OR214 ROCK10 23792748 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . Strain DSM 19862 / _ Acetyl glucosaminyl transferase .
984 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Sulfurimona goffandica JCM 16533 / GD1 BoBJF4 22208982 activity Not Available
985 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas silesiensis AOA191YLNO - 29153257 Not Available Not Available
biosynthesis protein PgaD
986 Surface composition regulator Salmonella .enter/ca subspp. Montevideo Str. $5- G5Q181 - 21859443 Not Available Not Available
enterica serovar 403
987 Uncharacterized protein Lactobacillus spp. ASF360 N1ZVW5 - 24723722 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
988 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas silesiensis AOA191YLE3 -~ 29153257 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
989 Poly-beta-1, 6-N-acetyl-D-glucosamine N Aeromona veronii Hm21 AOA7Z3Y103 - 24092791 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
990 Uncharacterized protein Ralstonia pickettii OR214 ROE6J7 - 23792748 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L - Acetyl glucosaminyl transferase .
991 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Aeromona veronii Hm21 AOA7Z3YHZ5 24092791 activity Not Available
992 mRNA interferase MgsR Ad‘/e”e’lfl f;’;gg'"”e"s’s V8QRAG - 24482505 Not Available Not Available
993 Uncharacterized protein Sphingobium spp. MI1205 AOA126RE24 - 27056230 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Strain DSM 19095 / Acetyl glucosaminyl transferase
994 ¥ , VD9 4 Pseudomonas protegens | LMG 27888 / CFBP | AOA2COEES4 - 24762936 Vg niny Not Available
(Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) activity
6595 / CHAO
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
995 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Xenorhabdus spp. KK7.4 AOA2DOK576 28993611 activity Not Available
996 Putative '”'eme"“"’;;f‘rsgfiz:g” protein A (Biofilm Vibrio spp. AND4 ABTICT -~ 20436956 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L _ Acetyl glucosaminyl transferase .
997 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas veronii AOAOR2ZUD4 32587583 activity Not Available
008 Lipoprotein for biofilm formation Bacillus stratosphericus LAMA M5QYB3 - 23640380 Not Available Not Available
. - . . Strain ATCC BAA-471 ~ Diguanylate cyclase activity, .
999 GGDEF domain-containing protein Streptomyces coelicolor 1 A32 | M145 Q9AD37 12000953 helicase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L - Acetyl glucosaminyl transferase .
1000 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Yersinia entomophaga AOA3SBEX22 27187466 activity Not Available
Strain ATCC 13047 /
Enterobacter cl b DSM 30054 / NBRC Hydrolase activity, acting on
1001 Biofilm PGA synthesis lipoprotein PgaB nterobacter cloacae SUDSPP. | 13535 | NCTC 10005 | AOAOH3CQES . 20207761 carbon-nitrogen (but not peptide) Not Available
cloacae
/ WDCM 00083 / bonds
NCDC 279-56
1002 Uncharacterized protein Ki i pneumoniae Q1G0oV3 - 16861646 Not Available Not Available
1003 Surface composition regulator Salmonella .enter/ca subspp. Javiana AOA736M1L3 - 30286803 Not Available Not Available
enterica serovar
1004 Surface composition regulator Salmonella enterica subspp. 42:z1,5 AO0A735PV97 - 30286803 Not Available Not Available
salamae serovar
1005 IcaA (Fragment) Staphylococcus cohnii Q837H4 - 12957956 Not Available Not Available
1006 Uncharacterized protein (Fragment) Ki i pneumoniae Q1G0oU7 - 16861646 Not Available Not Available
1007 Uncharacterized protein (Fragment) Ki pneumoniae Q1GOW1 - 16861646 Not Available Not Available
1008 Uncharacterized protein Ki pneumoniae Q1Gov7 - 16861646 Not Available Not Available
1009 Uncharacterized protein Ki pneumoniae Q1G0V9 - 16861646 Not Available Not Available
Oxidoreductase activity, acting
. - . . . _ on the aldehyde or oxo group of .
1010 Aldedh domain-containing protein (Fragment) Klebsiella pneumoniae Q1G0ovV2 16861646 donors, NAD or NADP as Not Available
acceptor
1011 Motility quorum-sensing regulator mqsR Yerslnlé;vzgl‘;l;gcohtlca F4N438 - 21453472 Not Available Not Available
1012 Uncharacterized protein Ki i pneumoniae Q1G0Ve - 16861646 Not Available Not Available
1013 Surface composition regulator Salmonella .enter/ca subspp. Panama AOA751YZQ8 - 30286803 Not Available Not Available
enterica serovar
1014 Motility quorum-sensing regulator mqsR uncultured Eﬁ)s‘;llfobactenum E1YKP6 - 21176053 Not Available Not Available
1015 Uncharacterized protein (Fragment) Ki i pneumoniae Q1G0oV1 - 16861646 Not Available Not Available
1016 Uncharacterized protein (Fragment) Ki i pneumoniae Q1G0oU3 - 16861646 Not Available Not Available
1017 Uncharacterized protein Ki i pneumoniae Q1G0oU1 - 16861646 Not Available Not Available
- . - . Protein-N(PI)-phosphohistidine-
1018 PTS EIIB type-1 domain-containing protein Klebsiella pneumoniae Q1GOVo - 16861646 sugar phosphoTransferase Not Available
(Fragment) "
activity
1019 Biofilm PGA synthesis protein PgaD Pse"domogg;'go’a"’e"s’s VBREEOQ - 24558233 Not Available Not Available
1020 Biofilm PGA synthesis protein PgaD, putative |- Seudomonas fluorescens Q2- J2ERK9 - 22792073 Not Available Not Available
1021 Surface composition regulator Salmonella .enterfca subspp. Javiana AOA733VDE6 - 30286803 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase |Pseudomonas fluorescens Q2- _ Acetyl glucosaminyl transferase .
1022 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) 87 JZXWRO 22792073 activity Not Available
1023 Surface composition regulator Salmonella enterica subspp. 30:1, z28:26 AOA737XXT1 - 30286803 Not Available Not Available
salamae serovar
Pseud l Q- Hydrolase activity, acting on
1024 |Biofilm PGA synthesis lipoprotein PgaB (EC 3.-.-.-)| " >¢! °m°”""587“°’esce”s J2MEN5 - 22792073 carbon-nitrogen (but not peptide) Not Available
bonds
1025 Surface composition regulator Salmonella enterica subspp. 58:1, 213, z28:26 AO0A734HKS5 - 30286803 Not Available Not Available
salamae serovar
1026 Uncharacterized protein Shewanella spp. 33B BOWO0T4 - 19336243 Not Available Not Available
1027 Motility quorum-sensing regulator MgsR Pseudomonasgf;uorescens Q2 J2YB16 - 22792073 Not Available Not Available
1028 Surface composition regulator Salmonella .enter/ca subspp. Typhi Str. CT18 AOA714VIM2 - 30286803 Not Available Not Available
enterica serovar
1029 UPFO0441 protein GKC49_07595 Enterobacter agglomerans Erwinia herbicola |5y zgi61c1p2 - 32066572 Not Available Not Available
Pantoea agglomerans
1030 Surface composition regulator Salmone/liaelgtme;/:a subspp- AOA3U3WQE7 - 30286803 Not Available Not Available
1031  |Biofilm formation regulator BssS (Biofilm formation| 0 2ctor aggromerans Erwinia herbicola | 5y r356r%pg - 32066572 Not Available Not Available
regulatory protein BssS) Pantoea agglomerans
1032 Hha toxicity modulator TomB (Toxin Enterobacter agglomerans Erwinia herbicola | oa4745yK3 -~ 32066572 Not Available Not Available
overexpression modulator in biofilms) Pantoea agglomerans
1033 Surface composition regulator Salmonella .enter/ca subspp. Panama AOA3T2YKC2 - 30286803 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1034 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pusillimona spp. AOA2E4R4G5 29337314 activity Not Available
1035 Surface composition regulator Salmonella .enter/ca subspp. Reading AOA5H8IBP9 - 30286803 Not Available Not Available
enterica serovar
1036 Poly-beta-1, 6-N-acetyl-D-glucosamine Pusillimona spp. AOA2E4R6T6 -~ 20337314 Not Available Not Available

biosynthesis protein PgaD
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Biofilm PGA synthesis auxiliary protein PgaD (Poly{
1037 beta-1, 6-N-acetyl-D-glucosamine biosynthesis Pseudomonas synxantha AOAOR2YFQ5 - 27231365 Not Available Not Available
protein PgaD)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Staphylococcus » . Acetyl glucosaminyl transferase .
1038 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) pseudintermedius ADASTTYUGS 29262005; 30173756 activity Not Available
1039 Surface composition regulator Salmonella .enter/ca subspp. Litchfield AOA3WOFDC6 - 30286803 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - . . - Acetyl glucosaminyl transferase .
1040 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Piscirickettsiaceae bacterium AOA2A4W8B8 29099490 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ; - Acetyl glucosaminyl transferase .
1041 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Xanthomonas cucurbitae AOA2S7DKFO 33734871 activity Not Available
1042 Surface composition regulator Salmonella .enter/ca subspp. Bovismorbificans AOAB30XF19 - 30286803 Not Available Not Available
enterica serovar
o . . g | Hydrolase activity, acting on
1043 | Biofilm PGA synthesis lipoprotein PgaB (Poly-betay b o monas paetica AOA2NODQC4 - 29579234 carbon-nitrogen (but not peptide)|  Not Available
1, 6-N-acetyl-D-glucosamine N-deacetylase) bonds
. . Strain JCM 16667 / . " L .
1044 Enoyl-CoA hydratase Acinetobacter oleivorans KCTC 23045 / DR1 D3JTG2 - 20629796; 20639327 catalytic activity Not Available
Motility quorum-sensing regulator / GCU-specific y . " i Strain ATCC 25196 / N . .
1045 MRNA interferase toxin Nitrosospira multiformis NCIMB 11849 / C 71 Q2Y6X0 18390676 Not Available Not Available
Outer membrane N-deacetylase (EC 3.5.1.-) (Poly- - .
beta-1, 6-N-acetyl-D-glucosamine N-deacetylase) Hydrolase activity, acting on
1046 ! . Klebsiella pneumoniae AO0A2V3JZQ6 - 30373801; 32429555 | carbon-nitrogen (but not peptide) Not Available
(Poly-beta-1, 6-N-acetyl-D-glucosamine N- b
onds
deacetylase PgaB)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " Lactobacillus N Acetyl glucosaminyl transferase .
1047 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Carnobacterium divergens divergens AOA5FOMNTY 30081251 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1048 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobacter hormaechei AOA331VAX8 30286803 activity Not Available
Biofilm PGA synthesis deacetylase, xylanase / Hydrolase activity, acting on
1049 | Chitin deacetylase (Hemin storage protein) (Poly- | /oo otor haumannii A0A219CD45 - 30124845 carbon-nitrogen (but not peptide) | i Ayailable
beta-1, 6-N-acetyl-D-glucosamine N-deacetylase bonds, Hydrolase activity, acting
PgaB) on glycosyl bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L _ Acetyl glucosaminyl transferase .
1050 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii AOA505MFJ4 29137647 activity Not Available
1051 Poly-beta-1, 6-N-acetyl-D-glucosamine Klebsiella pneumoniae AOAOS3FBIO -~ 30373801; 32429555 Not Available Not Available
biosynthesis protein PgaD
1052 Uncharacterized protein C°”’pfa"r’5,f]f,z¢’s"°’”“s AOAOH4LUD2 - 26383668 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " Lactobacillus _ Acetyl glucosaminyl transferase .
1053 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Carnobacterium divergens divergens AOA2R8A3Q4 30081251 activity Not Available
1054 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii AOA0JBV218 - 20437920 Not Available Not Available
biosynthesis protein PgaD
1055 Surface composition regulator Salmonella derby AOA3WOAUB0 - 30286803; 30902850 Not Available Not Available
Flml:_mal protem (_Flmbnal-llke_ prot_em)_(MrkF) (Ty_pe ) . 21901098; 30373801; . "
1056 1 fimbrial protein) (Type 3 fimbria minor subunit Kilebsiella pneumoniae AOAOWBANM7 - . Not Available Not Available
MrkF) 29437920; 32429555
1057 Surface composition regulator Salmonella oranienberg AOA3V8Z2E2 - 30286803 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . — _ Acetyl glucosaminyl transferase .
1058 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter ursingii AOA3F3LB10 28293292 activity Not Available
Biofilm PGA synthesis deacetylase PgaB (Poly- Hydrolase activity, acting on
1059 beta-1, 6-N-acetyl-D-glucosamine N-deacetylase Acinetobacter ursingii AOA3F3L5D6 - 28293292 carbon-nitrogen (but not peptide) Not Available
PgaB) bonds
1060 Surface composition regulator Salmonella montevideo AOA3A3J9M4 - 30286803; 31527278 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ 25341126; 30373801; | Acetyl glucosaminyl transferase .
1061 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Klebsiella pneumoniae AOAOWBA3S5 32429555 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L. _ 27917170; 29137647; | Acetyl glucosaminyl transferase .
1062 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii V5VBUO 30124845 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase , " _ Acetyl glucosaminyl transferase .
1063 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Citrobacter pasteurii AOABNBJYDE 30087402 activity Not Available
. 25136007; 25845845; .
(L Ay 162‘gf:&ygfsgxﬁzzzg‘égec?i':as)e Acinetobacter baumannii AOAOSOZREQ | - 26170289, 27917170, | ACCY! dlucosamimytransferase | ot agitabie
v ’ v A 30124845; 29437920 Y
1065 PgaD (Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii C8YYH8 - 19633088 Not Available Not Available
biosynthesis protein PgaD)
Biofilm PGA synthesis protein pgaD (Poly-beta-1,
1066 6-N-acetyl-D-glucosamine biosynthesis protein Acinetobacter baumannii AOAOE1JKHO - 25845845; 27917170 Not Available Not Available
PgaD)
Biofilm synthesis deacetylase PgaB (Lipoprotein Hydrolase activity, acting on
1067 HmsF) (EC 3.5.1.-) (Poly-beta-1, 6-N-acetyl-D- Acinetobacter baumannii V5VFW3 - 30124845; 29437920 | carbon-nitrogen (but not peptide) Not Available
glucosamine N-deacetylase PgaB) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . .
- A R " " - 28636609; 30286803; | Acetyl glucosaminyl transferase .
1068 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) Citrobacter freundii V5YMI7 30087402: 32766684 activity Not Available
(Fragment)
1069 | Hemin storage system protein (Poly-beta-1, 6-N- | ) ovor pormaechei AOA156GTQ3 - 29088362 Not Available Not Available
acetyl-D-glucosamine biosynthesis protein PgaD)
DNA invertase Pin homolog (Recombinae family L . ~ 15328093; 18440636; DNA binding, DNA strand .
1070 protein) (Resolvase) Escherichia coli B0ZEO7 19717626; 31642700 exchange activity Not Available
InsB (Insertion element protein) (Transposase) L " _ 18055599; 19717626; . .
1071 (Transposase (Identified by ISEscan HMM)) Escherichia coli BOLHG4 26488485 Not Available Not Available
. L . 15328093; 18440636;
1072 Conjugal transfer protein (Killer protein) (TrbM- Escherichia coli BOZDX4 - 19717626; 22479389; Not Available Not Available
domain protein)
31652858
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . N Acetyl glucosaminyl transferase .
1073 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AOA366YGF8 30286803 activity Not Available
1074 MrkD fimbrial prs"l:f)':n(in\’/l"ris)f'mb"a adhesin Escherichia coli BOZDW1 - 15328093; 18440636 Not Available Not Available
1075 Uncharacterized protein Ki i pneumoniae Q1G0oU8 - 16861646 Not Available Not Available
1076 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Escherichia coli AOA7B5TBK4 - 30286803 Acetyl glucosaminyl transferase Not Available

(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-)

activity
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Fimbriae stability-associated protein (Fimbrial ) .
protein) (MrkF) (MrkF fimbrial protein) (MrkF Eﬁgggg 133??222
1077 fimbrial protein putative assembly / stability Escherichia coli BOLHG9 - ’ ’ Not Available Not Available
function) (T 1 fimbrial protein) (Type 3 fimbri 22479389; 26441869;
ype 1 fimbrial protein) (Type 3 fimbria 30286803; 31652858
minor subunit MrkF)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L " _ 28686503; 30286803; | Acetyl glucosaminyl transferase .
1078 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Escherichia col ADAODSIFI2 31477907: 32021174 activity Not Available
1079  |PGA biosynthesis protein (Poly-beta-1, 6-N-acetyl- Escherichia coli AOAOJ2DWHS - 28686503; 30286803 Not Available Not Available
D-glucosamine biosynthesis protein PgaD)
Cyanide hydratase (EC 3.1.-.-) (GCU-specific ) .
mRNA interferase toxin of the MgsR-MgsA toxin- 23275093f 28686503i
Lo o . 30286803; 29437920;
antitoxin system) (GCU-specific mRNA interferase 31642700 31652858
1080 toxin of the MgsRA toxin-antitoxin system) (Type Il Escherichia coli J7QHJ7 - ! N Hydrolase activity Not Available
. L " . 31477907; 30947268;
toxin-antitoxin system MqgsR family toxin) (Type Il Y ;
. L . 30948755; 32021174;
toxin-antitoxin system toxin MgsR) (EC 3.1.26.-) 32739475 32599678
(mRNA interferase MgsR) ’
1081 Poly-beta-1, 6-N-acetyl-D-glucosamine Chromobacterium AOA2T5POR?2 - 29670144 Not Available Not Available
biosynthesis protein PgaD haemolyticum
Poly-beta-1, 6-N-acetyl-D-glucosamine
1082 biosynthesis (Poly-beta-1, 6-N-acetyl-D- Escherichia coli AOA066SWE3 - 30286803; 31477907 Not Available Not Available
glucosamine biosynthesis protein PgaD)
H-HA (Haemolysin expression modulating protein
Hha) (Hemolysin activation protein) (Hemolysin 15328093; 18440636;
expression modulating protein) (Hemolysin 19717626; 21831988;
1083 expression modulator Hha) (Hha) (Hha expression Escherichia coli B0ZDX1 - 22479389; 23836183; Not Available Not Available
modulating protein) (Hha expression modulation 25403661; 30286803;
protein) (Histone-like protein) (Putative hemolysin 31652858; 31477907
expression modulating protein)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " _ Acetyl glucosaminyl transferase .
1084 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AO0A1Y2XXH9 30286803 activity Not Available
1085 Surface composition regulator Kilebsiella pneumoniae AOA080SUH1 - 30373;3?1&:59;;7920; Not Available Not Available
Outer membrane N-deacetylase (Poly-beta-1, 6-N- Hydrolase activity, acting on
1086 acetyl-D-glucosamine N-deacetylase PgaB) (EC Citrobacter freundii AOAOPSKEL7 - 28636609; 30286803 | carbon-nitrogen (but not peptide) Not Available
3.5.1.-) bonds
1087 Poly-beta-1, 6-N-acetyl-D-glucosamine Citrobacter freundii AOAOP8I821 - 28636609; 30286803 Not Available Not Available
biosynthesis protein PgaD
Fimbria adhesin protein (Fimbrial protein) (MrkD) 21901098; 24123820;
1088 (MrkD protein) (Type 3 fimbria adhesin subunit Klebsiella pneumoniae G3FT07 - 25341126; 30373801; Not Available Not Available
MrkD) 29437920; 32429555
1089 Hemin storage system protein (Poly-beta-1, 6-N- Klebsiella pneumoniae AOAOCTKLO1 -~ 30373801; 32429555 Not Available Not Available
acetyl-D-glucosamine biosynthesis protein PgaD)
1090 Surface composition regulator Citrobacter freundii AOA133LI55 - 30286??%&?3‘?7402; Not Available Not Available
Outer membrane N-deacetylase (Poly-beta-1, 6-N- Hydrolase activity, acting on
1091 acetyl-D-glucosamine N-deacetylase PgaB) (EC Citrobacter freundii AOAOD7M2B6 - 30087402; 32766684 | carbon-nitrogen (but not peptide) Not Available
3.5.1.-) bonds
Ferrous iron transporter B (Fimbrial protein) (MrkA) 21901098; 25341126;
1092 (MrkA protein) (Type 1 fimbrial protein) (Type 3 Kilebsiella pneumoniae G3FT04 - 30373801; 29437920; Not Available Not Available
fimbria major subunit MrkA) 32429555
1093 Surface composition regulator Salmonella thompson A0A403SPK3 - 30286803 Not Available Not Available
1094 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter ursingii AOA3D2SIV6 - 30148503 Not Available Not Available
biosynthesis protein PgaD
Autoinducer 2 import system permease LsrD : .
1095 (Autoinducer-2 ABC transporter permease LsrD) Klebsiella pneumoniae C8BNA7 - 20600864; 30373801; Transmembre!n_e transporter Not Available
; ! 32429555 activity
(Autoinducer-2 ABC transporter permease protein)
1096 Surface composition regulator Klebsiella pneumoniae W9IB3F6 - 25341126 Not Available Not Available
1097 Surface composition regulator Salmonella .enterfca subspp. Kentucky AOA2T8LID1 - 30286803; 31715658; Not Available Not Available
enterica serovar 31527278
1098 Surface composition regulator Salmonella enterica subspp. 4, 5], 12:i-- AOA31516K6 - 30286803 Not Available Not Available
enterica serovar
Al-2 transport protein TqsA (Al-2E family X .
1099 transporter) (PerM family permease) (Permease) Klebsiella pneumoniae C8BNA8 - 20600864’_ 30373801; Not Available Not Available
X ! 29437920; 32429555
(Putative transport protein)
1100 Surface composition regulator Citrobacter freundii AOADA5R3I1 - 28636609 Not Available Not Available
1101 Surface composition regulator Salmonella senftenberg AOA3ROHNH3 - 30286803 Not Available Not Available
Biofilm PGA synthesis auxiliary protein PgaD
(Biofilm PGA synthesis protein PgaD) (Hemin . " _ 30286803; 30087402; . .
1102 storage protein) (Poly-beta-1, 6-N-acetyl-D- Citrobacter freundii AOAOD7LKL1 32766684 Not Available Not Available
glucosamine biosynthesis protein PgaD)
Outer membrane N-deacetylase (Poly-beta-1, 6-N- Hydrolase activity, acting on
1103 | acetyD-glucosamine N-deacetylase) (EC 3.5.1.-) Escherichia coli AOAOBOVSGO -~ 29437920 carbon-nitrogen (but not peptide) Not Available
(Poly-beta-1, 6-N-acetyl-D-glucosamine N-
bonds
deacetylase PgaB)
1104 Surface composition regulator Escherichia coli ADAOK4QSN3 - 30286803 Not Available Not Available
Biofilm PGA synthesis protein PgaD (Poly-beta-1,
1105 6-N-acetyl-D-glucosamine biosynthesis protein Escherichia coli AOA2X5E7WS5 - 30286803 Not Available Not Available

PgaD)
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Lipoprotein YcdR (Outer membrane N-
deacetylase) (Poly-beta-1, 6-N-acetyl-D-
glucosamine (PGA) N-deacetylase outer 23275093; 26441869;
membrane export lipoprotein) (Poly-beta-1, 6-N- 30286803; 309244 10; Hydrolase activity, acting on
1106 acetyl-D-glucosamine N-deacetylase) (Poly-beta-1, Escherichia coli J7QZQ0 - 31642700; 31652858; | carbon-nitrogen (but not peptide) Not Available
6-N-acetyl-D-glucosamine N-deacetylase PgaB) 31477907; 30948755; bonds
(EC 3.5.1.-) (Poly-beta-1, 6-N-acetyl-D- 32739475; 28953937
glucosamine N-deacetylase outer membrane
export lipoprotein)
. Hydrolase activity, acting on
1107 Poly-beta-1, 6-N-acetyl-D-glucosamine N- Escherichia coli AOAQB1KYR7 - 30286803; 31477907 | carbon-nitrogen (but not peptide) | Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
1108 | Conugal "a“Sf(‘;ru’:;‘t’i‘vee”‘lié%gr’g:zie;)wa' lipoprotein) Escherichia coli BOZDX5 - 11593723%2%’; Tan0ss: Not Available Not Available
. Hydrolase activity, acting on
1109 Poly-beta-1, 6-N-acetyl-D-glucosamine N- Escherichia coli AOA3L1M483 - 30286803 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Lipoprotein YcdR (EC 3.5.1.-) (Poly-beta-1, 6-N- Hydrolase activity, acting on
1110 acetyl-D-glucosamine N-deacetylase) (Poly-beta-1, Escherichia coli C3TEU9 - 19439656 carbon-nitrogen (but not peptide) Not Available
6-N-acetyl-D-glucosamine N-deacetylase PgaB) bonds
1111 Surface composition regulator Escherichia coli A0A2X5FFT5 - 30286803 Not Available Not Available
Strain LT2 /
1112 Putative methyl-accepting chemotaxis protein Salmonella typhimurium SGSC1412 / ATCC Q8zPwW4 - 11677609 Diguanylate cyclase activity Not Available
700720
113 | A ot (be ot 1 | Acinetobacter baumannii | Strain AB307-0294 | AOASKECTW7| - 18931120 Aoetlglucosartviransferase | ot Available
Strain Hall / ATCC
1114 Putative signaling protein Clostridium botulinum 3502 / NCTC 13319 /|  A5HXY9 - 17519437 Diguanylate cyclase activity Not Available
Type A
Strain LT2 /
1115 Fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC Q8ZS05 - 11677609 Not Available Not Available
700720
Strain Hall / ATCC
1116 Putative signaling protein Clostridium botulinum 3502 / NCTC 13319 /| ASHYM7 - 17519437 Diguanylate cyclase activity Not Available
Type A
Putative diguanylate cyclase / phosphodiesterase P Strain LT2 | . - .
1117 R Salmonella typhimurium SGSC1412 / ATCC HIL4B6 - 11677609 Diguanylate cyclase activity Not Available
domain 1
700720
Strain Hall / ATCC
1118 Putative signaling protein Clostridium botulinum 3502 / NCTC 13319 / A5I1K0 - 17519437 Diguanylate cyclase activity Not Available
Type A
Strain ATCC 13939 /
DSM 20539 / JCM . -
. . . . 16871 / LMG 4051 / Diguanylate cyclase agtlwty, .
1119 GGDEF family protein Deinococcus radiodurans NBRC 15346 / QIRYX3 - 10567266 phosphorelay_sgnsor kinase Not Available
NCIMB 9279 / R1 / activity
VKM B-1422
Strain LT2 /
1120 Putative fimbrial chaperone protein Salmonella typhimurium SGSC1412 / ATCC Q8ZJT9 - 11677609 Not Available Not Available
700720
Strain LT2 /
1121 Putative outer Membrane protein Salmonella typhimurium SGSC1412 / ATCC Q8zQ03 - 11677609 Not Available Not Available
700720
Strain Hall / ATCC
1122 Putative signaling protein Clostridium botulinum 3502 / NCTC 13319 / A51786 - 17519437 Diguanylate cyclase activity Not Available
Type A
Strain LT2 /
1123 Putative diguanylate cyclase / phosphodiesterase Salmonella typhimurium SGSC1412 / ATCC Q8zZMwW4 - 11677609 Diguanylate cyclase activity Not Available
700720
Putative diguanylate cyclase / phosphodiesterase P Strain LT2 / . L .
1124 . - . Salmonella typhimurium SGSC1412 / ATCC Q8zJws - 11677609 Diguanylate cyclase activity Not Available
domain 1 containing protein 700720
1125 Uncharacterized protein Acinetobacter baumannii Strain AB307-0294 AOA5KBCUI0 - 18931120 Not Available Not Available
Strain LT2 /
1126 Putative fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC H9L482 - 11677609 Not Available Not Available
700720
Strain LT2 /
1127 Fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC HIL4A8 - 11677609 Not Available Not Available
700720
Strain Hall / ATCC
1128 Putative signaling protein Clostridium botulinum 3502 / NCTC 13319 / A511D2 - 17519437 Diguanylate cyclase activity Not Available
Type A
1129 Biofilm PGA synthesis protein PgaD Acinetobacter baumannii Strain AB307-0294 AO0A5K6CPI1 - 18931120 Not Available Not Available
Strain LT2 /
1130 Putative fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC Q8zJu2 - 11677609 Not Available Not Available
700720
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase acivity, acting on
1131 ; Acinetobacter baumannii Strain AB307-0294 | AOA5K6CU40 - 18931120 carbon-nitrogen (but not peptide) Not Available
deacetylase (EC 3.5.1.-) bonds
Strain ATCC 13939 /
DSM 20539 / JCM . -
. . . . 16871 / LMG 4051 / Diguanylate cyclase agtlwty, .
1132 GGDEF family protein Deinococcus radiodurans NBRC 15346 / Q9RVD9 - 10567266 phosphorelay_sgnsor kinase Not Available
NCIMB 9279 / R1 / activity
VKM B-1422
Strain LT2 /
1133 Fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC H9L408 - 11677609 Not Available Not Available
700720
Strain LT2 /
1134 Putative minor fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC HIL4A9 - 11677609 Not Available Not Available
700720
Strain LT2 /
1135 Putative fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC Q8ZRR4 - 11677609 Not Available Not Available
700720
Strain LT2 /
1136 Putative fimbriae Salmonella typhimurium SGSC1412 / ATCC Q8ZRR7 - 11677609 Not Available Not Available
700720
Strain Hall / ATCC
1137 Putative signaling protein Clostridium botulinum 3502 / NCTC 13319 / A5I3D2 - 17519437 Diguanylate cyclase activity Not Available
Type A
1138 Pf’;{)‘:\’f;:; 16’(;‘gff&y}ifsgﬁizz:’;‘égzszy?qas)e Photobacterium profundum Strain $89 Q6LKS51 - 15746425 Acetyl 9'“°°Zi"?\:'i1“y,' transferase | ot Available
Strain LT2 /
1139 Putative minor fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC Q8ZRP9 - 11677609 Not Available Not Available

700720
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Strain ATCC 13939 /
DSM 20539 / JCM
1140 GGDEF family protein Deinococcus radiodurans 168’3;}:{/0"1"?334205/1 ! Q9RWR1 - 10567266 Diguanylate cyclase activity Not Available
NCIMB 9279 / R1 /
VKM B-1422
Hydrolase activity, acting on
1141 NodB homology domain-containing protein Photobacterium profundum Strain SS9 Q6LK50 - 15746425 carbon-nitrogen (but not peptide) Not Available
bonds
Hydrolase activity, acting on
1142 Polysaccharide deacetylase Halomonas spp. TDO1 F7SRR6 - 22040376 carbon-nitrogen (but not peptide) Not Available
bonds
1143 Diguanylate cyclase with PAS / PAC sensor Dictyoglomus turgidum Strain DSM 6724 / 2- B8DYG5 - 28066333 Diguanylate cyclase activity Not Available
1144 Type Il toxin-antitoxin system MqsR family toxin |Desulfuromonadales bacterium AOA7C8ARH6E - 32737307 Not Available Not Available
1145 Uncharacterized protein P"’te"b"écg’;;’jn‘j’a“e’ fum AOATWOGZEQ - 28390307 Not Available Not Available
1146 Diguanylate cyclase Dictyoglomus turgidum Strain DS1’\3{|1%724 1z B8EOL1 - 28066333 Diguanylate cyclase activity Not Available
1147 Diguanylate cyclase Dictyoglomus turgidum Strain DS1’\3{|1%724 1z B8E1P2 - 28066333 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Klebsiella pneumoniae . Acetyl glucosaminyl transferase .
1148 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) | _subspp. rhinoscleromatis SB34s2 Ravata 21629720 activity Not Available
. . . Strain DSM 6724 | Z- . - .
1149 Diguanylate cyclase Dictyoglomus turgidum B8DZI2 - 28066333 Diguanylate cyclase activity Not Available
1150 Diguanylate cyclase Dictyoglomus turgidum Strain DSM 6724 / 2- B8E392 - 28066333 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - _ Acetyl glucosaminyl transferase .
1151 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Romboutsia weinsteinii AOA371J6B9 28982987 activity Not Available
1152 Uncharacterized protein Rhizobium freirei PRF 81 N6UY50 - 23270491 Not Available Not Available
1153 Uncharacterized protein Novosphingobium barchaimii ADADJ7XQUO - 25850427 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Elusimicrobia bacterium - p P
1154 biosynthesis protein PgaD RIFOXYA2 FULL 50 26 AOA1FOWSXO0 27774985 Not Available Not Available
1155 Uncharacterized protein Pseudomonas spp. GM21 J3EX79 - 23045501 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1156 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia spp. AOA352MKB2 -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Elusimicrobia bacterium AOATFOWSW - Acetyl glucosaminyl transferase .
s (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) | RIFOXYA2 FULL 50 26 2 27774985 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i _ Acetyl glucosaminyl transferase .
1158 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia spp. AOA352MKB1 30148503 activity Not Available
1159 Poly-beta-1, 6-N-acetyl-D-glucosamine Escherichia spp. AOA352MKBO - 30148503 Not Available Not Available
biosynthesis protein PgaD
N . Geobacteraceae bacterium AO0A1GOMDW . .
1160 Uncharacterized protein GWC2 58 44 5 - 27774985 Not Available Not Available
1161 Lipoprotein for biofilm formation Bacillus atrophaeus Strain 1942 AOAOH3E3Y9 - 21464989 Not Available Not Available
1162 Surface composition regulator Eschenchrg‘t/:lc\)ll/g?;; T:H1T str KawsMe - 23052305 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1163 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pectobacterium polonicum AOA4VGESD3 -~ 30973319 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1164 Type Il toxin-antitoxin system MgsR family toxin Escherichia coli ADABM0Q153 - 16943019 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1165 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOA7B6D4F3 - 30286803 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1166 Poly-beta-1, 6-N-acetyl-D-glucosamine Escherichia coli AOA792HNV3 -~ 30286803 Not Available Not Available
biosynthesis protein PgaD
1167 Uncharacterized protein Desulfuromonadales bacterium AOATFOPX82 - 27774985 Not Available Not Available
GWC2 61 20
" : o L g Hydrolase activity, acting on
1168 Predicted e"zyr’f‘gr;i?:r'f‘e” with biofilm Escherichia coll O1:K1 / AOAOH2YXW7 - 17293413 carbon-nitrogen (but not peptide)|  Not Available
bonds
1169 Predicted inner Membrane protein Escherichia coli O1:K1 / AOAOH2YXK2 - 17293413 Not Available Not Available
o Hydrolase activity, acting on
1170 Hemin storage protein Stenotrophoz:;na‘;s maltophilia T5K7H5 - 24092793 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Stenotrophomonas maltophilia _ Acetyl glucosaminyl transferase .
r (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) MF89 ToKI40 24092793 activity Not Available
1172 Type Il toxin-antitoxin system MgsR family toxin Herbaspirillum frisingense AOA7G6B4A5 - 32414048 Not Available Not Available
Hydrolase activity, acting on
1173 Putative hemin storage protein Stenotrophomonas maltophilia Strain K279a B2FMDO - 18419807 carbon-nitrogen (but not peptide) Not Available
bonds
g 1 AN e . Aggregatibacter .
1174 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase actinomycetemcomitans HOKC41 _ 29328766 Acetyl glucosan.u.nyl transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) RhAAT activity
1175 Putative toxin-antitoxin system, toxin component | Burkholderia multivorans CF2 J4RFZ0 - 23105085 Not Available Not Available
1176 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. WS 5406 AOA7YOVDH4 -~ 32587583 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
177 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. WS 5406 AOA7YOVCZO0 32587583 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Acidithiobacillales bacterium _ Acetyl glucosaminyl transferase .
e (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) SM1 46 ADAOSBLIM3 25922666 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1179 Poly-beta-1, 6-N-acetyl-D-glucosamine N Burkholderia multivorans CF2 JARKZ9 -~ 23105085 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
1180 Putative haemin storage system, HmsS | g1o,115n0monas mattophilia Strain K279a B2FMD2 - 18419807 Not Available Not Available
transmembrane protein
1181 Uncharacterized protein Ac/d/th/obz{;\//;lflisebactenum AOA0S8L209 - 25922666 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
1182 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Burkholderia multivorans CF2 JARKZ2 23105085 activity Not Available
1183 Uncharacterized protein Weissella cibaria AOAOD1LW17 - 25678547 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . - Acetyl glucosaminyl transferase .
1184 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Strain K279a B2FMD1 18419807 activity Not Available
1185 Motility quorum-sensing regulator / GCU-specific Lysobacter ruishenii AOA562LCQ9Y -~ 26203337 Not Available Not Available
mRNA interferase toxin
1186 Uncharacterized protein Casre”a'g;ﬁg:f’ag’a"s W8X1U6 - 24952578 Not Available Not Available
Castellaniella defr Hydrolase activity, acting on
1187 Biofilm PGA synthesis deacetylase PgaB astel a’ggpie;“ ragrans W8X5T9 - 24952578 carbon-nitrogen (but not peptide) Not Available
bonds
1188 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas nabeulensis AOA4ZOANK2 -~ 30910423 Not Available Not Available

biosynthesis protein PgaD
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Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Castellaniella defragrans _ Acetyl glucosaminyl transferase .
1189 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) 65Phen WEX1ES 24962578 activity Not Available
1190 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas nabeulensis AOA4ZOAPQ2 _ 30910423 Acetyl glucosaminyl transferase Not Available
(Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) activity
1191 Uncharacterized protein Sulfuricurvum spp. PC08-66 ADA0C2ZZX5 - 25620962 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1192 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. WS 5406 AOATYOVCY5 -~ 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
1193 Uncharacterized protein F“’f“”"%;g’,mcs’@ﬁmss"ae AOAOR1RIK6 - 26415554 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . _ Acetyl glucosaminyl transferase .
1194 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Methylotenera versatilis Strain 301 D7DJ80 21622745 activity Not Available
Strain ATCC 33913 /
. . Xanthomonas campestris pv. | DSM 3586 / NCPPB _ " - .
1195 GGDEF family protein campestris 528 | LMG 568 / P Q8P4E9 12024217 Diguanylate cyclase activity Not Available
25
. Strain ATCC BAA-921 .
1196 | Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | g o icyrvum kujiense | / DSM 16994 / JCM |  E4U030 - 22675602 Acetyl glucosaminy transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) 11577 1 YK activity
1197 Uncharacterized protein Methylotenera versatilis Strain 301 D7DK49 - 21622745 Not Available Not Available
Strain ATCC 33913 /
. Xanthomonas campestris pv. | DSM 3586 / NCPPB _ " " .
1198 Transcriptional regulator campestris 528 / LMG 568 / P Q8P893 12024217 Diguanylate cyclase activity Not Available
25
Strain ATCC 33913 /
L i . Xanthomonas campestris pv. | DSM 3586 / NCPPB _ . L .
1199 GGDEF domain-containing protein campestris 528 | LMG 568 / P Q8PAG4 12024217 Diguanylate cyclase activity Not Available
25
Strain ATCC 33913 /
Xanthomonas campestris pv. | DSM 3586 / NCPPB _ . - .
1200 Response regulator campestris 528 / LMG 568 / P Q8P782 12024217 Diguanylate cyclase activity Not Available
25
Strain ATCC 33913 /
L i . Xanthomonas campestris pv. | DSM 3586 / NCPPB _ . i .
1201 GGDEF domain-containing protein campestris 528 / LMG 568 / P Q8P5K7 12024217 Diguanylate cyclase activity Not Available
25
Strain ATCC 33913 /
: . Xanthomonas campestris pv. | DSM 3586 / NCPPB - " " .
1202 Uncharacterized protein campestris 528 / LMG 568 / P Q8PDUB 12024217 Diguanylate cyclase activity Not Available
25
Hydrolase activity, acting on
1203 Polysaccharide deacetylase Methylotenera versatilis Strain 301 D7DK51 - 21622745 carbon-nitrogen (but not peptide) Not Available
bonds
Strain ATCC 33913 /
. . Xanthomonas campestris pv. | DSM 3586 / NCPPB _ " " .
1204 GGDEF family protein campestris 528 / LMG 568 / P Q8P9F3 12024217 Diguanylate cyclase activity Not Available
25
1205 Motility quorum-sensing regulator MgsR Hyphomonaceae bacterium AOA3D2WOH9 - 30148503 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1206 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Stenotrophomonas spp. AOA357N2M6 30148503 activity Not Available
1207 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. AOA357N2K2 - 30148503 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
1208 Poly-beta-1, 6-N-acetyl-D-glucosamine N Stenotrophomonas spp. AOA356JDF6 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
1209 Poly-beta-1, 6-N-acetyl-D-glucosamine N Stenotrophomonas spp. AOA3DOGBI1 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
1210 Poly-beta-1, 6-N-acetyl-D-glucosamine N Stenotrophomonas spp. AOA357N2H1 -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
1211 Poly-beta-1, 6-N-acetyl-D-glucosamine N Stenotrophomonas spp. AOA3DATHGS - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1212 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Stenotrophomonas spp. AOA3DOGBNO 30148503 activity Not Available
Strain NRG 857C / Hydrolase activity, acting on
1213 Outer membrane N-deacetylase Escherichia coli 083:H1 AIEC AOAOH3EFY1 - 21108814 carbon-nitrogen (but not peptide) Not Available
bonds
1214 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. AOA3DATHI4 - 30148503 Not Available Not Available
biosynthesis protein PgaD
1215 Surface composition regulator Klebslellalgjse;gc;m?e 30660/ AOAQE1CCY4 - 24639510 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1216 Poly-beta-1, 6-N-acetyl-D-glucosamine N Methylococcaceae bacterium AOA351V598 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Hydrolase activity, acting on
1217 Biofilm PGA synthesis lipoprotein PgaB Acinetobacter spp. HA 14ZWX7 - 22933775 carbon-nitrogen (but not peptide) Not Available
bonds
Psr::ﬁgn;%;as Hydrolase activity, acting on
1218 Hemin storage protein Stenotrophomonas maltophilia Xanlhonl')nonas AOAOMOP251 - 26324280 carbon-nitrogen (but not peptide) Not Available
maltophilia bonds
Pseudomonas
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L maltophilia _ Acetyl glucosaminyl transferase .
1219 (Poly-beta-1, 6-GINAC synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Xanthomonas AOAOMOP2A8 26324280 activity Not Available
maltophilia
Pseudomonas
1220 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas maltophilia maltophilia AOA2J0SNZ8 - 29170656 Not Available Not Available
biosynthesis protein PgaD Xanthomonas
maltophilia
1221 Uncharacterized protein Acinetobacter spp. HA 14ZWY0 - 22933775 Not Available Not Available
Pseudomonas
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L maltophilia - Acetyl glucosaminyl transferase .
1222 (Poly-beta-1, 6-GINAC synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Xanthomonas AO0A2Y9U8BM9 29170656 activity Not Available
maltophilia
Pseudomonas Hydrolase activity, acting on
1223 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | g1o161r0phomonas mattophilia malophilia AOA2U4HSV1 - 29170656 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB Xanthomonas bonds
maltophilia
Pseudomonas
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L maltophilia N Acetyl glucosaminyl transferase .
1224 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Xanthomonas AO0A2JOUEV7 29170656 activity Not Available
maltophilia
Pseudomonas
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L maltophilia _ Acetyl glucosaminyl transferase .
1225 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Xanthomonas A0A2J0TWKE 29170656 activity Not Available

maltophilia
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Pseudomonas
1226 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas maltophilia maltophilia AOA2JOUEWS - 29170656 Not Available Not Available
biosynthesis protein PgaD Xanthomonas
maltophilia
Pseudomonas Hydrolase activity, acting on
1227 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | g0 00 homonas maltophilia maltophilia AOA2WEM1RY - 29170656 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB Xanthomonas bonds
maltophilia
Pseudomonas Hydrolase activity, acting on
1228 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | g1o161r0phomonas maltophilia malophilia AOA2JOSNWT| 29170656 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB Xanthomonas bonds
maltophilia
Pseudomonas
1229 Hemin storage protein Stenotrophomonas maltophilia maltophilia AOAOMOP257 - 26324280 Not Available Not Available
Xanthomonas
maltophilia
1230 Surface composition regulator Escherichia coli 044:H18 Strain 042 / EAEC D3GVV9 - 20098708 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1231 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter spp. HA 14ZWX9 22933775 activity Not Available
Pseudomonas
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L maltophilia - Acetyl glucosaminyl transferase .
1232 (Poly-beta-1, 6-GIoNAC synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Xanthomonas AO0A2JOSHH8 29170656 activity Not Available
maltophilia
1233 Poly-beta-1, 6-N-acetyl-D-glucosamine Thauera spp. AOA3B9PL39 - 30148503 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
1234 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. R84 AOA7Z2KP33 25398872 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
1235 Poly-beta-1, 6-N-acetyl-D-glucosamine N Desulfobacteraceae bacterium AOA3A4SCS5 -~ 28644444 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1236 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. R84 AOA7Z2KNW1 - 25398872 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1237 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Thauera spp. AOA3B9PL11 30148503 activity Not Available
1238 mRNA interferase MgsR Paraburkhoideria phytofimmans AOA160FSJ7 - 27063562 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1239 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter venetianus AOA150HS26 - 26902269 carbon-nitrogen (but not peptide) Not Available
deacetylase (EC 3.5.1.-) bonds
g PIPIN e . ~ Hydrolase activity, acting on
1240 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter venetianus AOA150HP82 - 26902269 carbon-nitrogen (but not peptide) Not Available
deacetylase (EC 3.5.1.-) bonds
1241 Poly-beta-1, 6-N-acetyl-D-glucosamine Desulfobacteraceae bacterium AOA3A4RZPO - 28644444 Not Available Not Available
biosynthesis protein PgaD
1242 Motility quorum-sensing regulator MgsR Pseudomonas spp. R84 A0A7Z2KQT3 - 25398872 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
1243 Poly-beta-1, 6-N-acetyl-D-glucosamine N Herbaspirillum spp. YR522 J3HWP5 -~ 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1244 Uncharacterized protein Herbaspirillum spp. YR522 J2W5K5 - 23045501 Not Available Not Available
1245 Uncharacterized protein Acinetobacter venetianus AOA150HP16 - 26902269 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Marine gamma - Acetyl glucosaminyl transferase .
1246 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) | proteobacterium HTCC2143 AOYHEO 20601481 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1247 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Herbaspirillum spp. YR522 J3CKUO 23045501 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Paraburkholderia phytofirmans - Acetyl glucosaminyl transferase .
1248 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) OLGA172 ADA16OF112 27063562 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1249 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. R84 AOA7Z2KNV3 - 25398872 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
g 4 BN e . ~ Hydrolase activity, acting on
1250 Poly-beta-1, 6-N-acetyl-D-glucosamine N Moraxellaceae bacterium AOA4Q5VP81 -~ 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g 4 BN e . ~ Hydrolase activity, acting on
1251 Poly-beta-1, 6-N-acetyl-D-glucosamine N Moraxellaceae bacterium AOA4QBDWCA -~ 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1252 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Moraxellaceae bacterium AOA4Q5VP12 30498029 activity Not Available
1253 Poly-beta-1, 6-N-acetyl-D-glucosamine Moraxellaceae bacterium AOA4V2AC1T - 30498029 Not Available Not Available
biosynthesis protein PgaD
Pseud f Hydrolase activity, acting on
1254 Outer membrane N-deacetylase seudomonas fiuorescens L7HN69 - 23661484 carbon-nitrogen (but not peptide) Not Available
BRIP34879 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1255 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Moraxellaceae bacterium AOA4Q5VNZ1 30498029 activity Not Available
Hydrolase activity, acting on
. . . Strain JCM 16667 / - carbon-nitrogen (but not peptide) .
1256 Xylanae / chitin deacetylase Acinetobacter oleivorans KCTC 23045 / DR1 D8JGK9 20639327 bonds, Hydrolase activity, acting Not Available
on glycosyl bonds
Strain JCM 16667 / Hydrolase activity, acting on
1257 Biofilm PGA synthesis lipoprotein pgaB Acinetobacter oleivorans D8JEO4 - 20639327 carbon-nitrogen (but not peptide) Not Available
KCTC 23045 / DR1 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . Strain JCM 16667 / - Acetyl glucosaminyl transferase .
1258 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) | Acinetobacter oleivorans | o7c 23045 / pR1 | DIE®S 20639327 activity Not Available
1259 Biofilm PGA synthesis protein PgaD, putative Pse"d"gR"Zf; 41“7"9’ esoens L7THLG? - 23661484 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . Strain JCM 16667 / - Acetyl glucosaminyl transferase .
1260 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.) | Acinetobacteroleivorans | o7c 23005 1 pr1 | P8ICHO 20639327 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas fluorescens _ Acetyl glucosaminyl transferase .
1261 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) BRIP34879 L7HMTS 23661484 activity Not Available
. . . . Strain JCM 16667 / . .
1262 Uncharacterized protein Acinetobacter oleivorans KCTC 23045 / DR1 D8JGL1 - 20639327 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1263 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Moraxellaceae bacterium AOA4Q6EPP1 30498029 activity Not Available
1264 Poly-beta-1, 6-N-acetyl-D-glucosamine Moraxellaceae bacterium AOA4QBDYTS - 30498029 Not Available Not Available
biosynthesis protein PgaD
1265 Poly-beta-1, 6-N-acetyl-D-glucosamine Moraxellaceae bacterium AOA4Q5VNZ4 - 30498029 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acetyl glucosaminy! transferase
1266 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) Moraxellaceae bacterium AOA4Q6CZ11 - 30498029 vg activity Not Available
(Fragment) y
Strain ATCC 55618 / Hydrolase activity, acting on
1267 Polysaccharide deacetylase Actinobacillus succinogenes | DSM 22257 / CCUG ABVMM9 - 21118570 carbon-nitrogen (but not peptide) Not Available
43843 / 130Z bonds
. Strain ATCC 55618 / .
1268 | Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | 4 . 2cilius succinogenes | DSM 22257 / CCUG | A6VMNO - 21118570 Acetyl glucosaminy transferase Not Available
(Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) activity
43843 / 1302
1269 Putative transmembrane protein Ralstonia solanaarum D8P2G5 - 20550686 Not Available Not Available
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Putative polysaccharide deacetylase associated Hydrolase activity, acting on
1270 ive poly N ylas . Escherichia coli O7:K1 Strain IAI39 / EXxPEC | AAOH3MHK2 - 19165319 carbon-nitrogen (but not peptide) Not Available
with biofilm formation putative lipoprotein bonds
1271 Motility quorum-sensing regulator Escherichia coli O7:K1 Strain IAI39 / ExPEC | AOAOH3MKK3 - 19165319 Not Available Not Available
1272 Toxin-antitoxin system, toxin component Burkholderia pyrrocinia PS:\;J[(:;);inrﬁzas AOA0G3X296 - 26150017 Not Available Not Available
1273 MgsR toxin P ’s°”i°ke”,\,5£é_’;i%e1ba‘3te’i“m AOA177WOR? - 27365345 Not Available Not Available
1274 Motility quorum-sensing regulator mgsR Tistrella mobilis Strain KA081020-065 13TW37 - 22458477 Not Available Not Available
1275 Toxin-antitoxin system, toxin component Burkholderia pyrrocinia PS:\;J[(:;);inrﬁzas AO0A2Z5N2Q2 - 29899517 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase N L Pseudomonas - Acetyl glucosaminyl transferase .
1276 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Burkholderia pyrrocinia pyrTocinia AOA0G3X2J4 26150017 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
1277 Poly-beta-1, 6-N-acetyl-D-glucosamine N Burkholderia pyrrocinia Pseudomonas AO0A2Z5N2I1 -~ 29899517 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB pyrrocinia bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase N . Pseudomonas - Acetyl glucosaminyl transferase .
1278 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Burkholderia pyrrocinia pyrTocinia AOA2Z5N4C5 29899517 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Staphylococcus aureus . Acetyl glucosaminyl transferase .
1279 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) subspp. aureus ST228 ADATUTF068 22720005 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Yersinia enterocolitica Strain NCTC 13174 / _ Acetyl glucosaminyl transferase .
1280 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) | _serotype 0:8 / biotype 18 A1JS96 17173484 activity Not Available
1281 Uncharacterized protein Acinetobacter baylyi Strain ATCC 33305 / Q6FDD7 - 15514110 Not Available Not Available
BD413 / ADP1
- . . . Hydrolase activity, acting on
1282 Putative lipoprotein (Haemin storage system) Acinetobacter baylyi Strain ATCC 33305 /| o5epng - 15514110 carbon-nitrogen (but not peptide)|  Not Available
(HmsF) BD413 / ADP1 bonds
1283 Poly-beta-1, 6-N-acetyl-D-glucosamine Acidiferrobacteraceae AOA7V2NLFO - 31911466 Not Available Not Available
biosynthesis protein PgaD (Fragment) bacterium
g PIPIN e . ~ Hydrolase activity, acting on
1284 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas fluorescens AOA7Z8NJ86 -~ 31040301 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1285 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas fluorescens AOATZBNJX9 - 31040301 Not Available Not Available
biosynthesis protein PgaD
g 4 BN e . ~ Hydrolase activity, acting on
1286 Poly-beta-1, 6-N-acetyl-D-glucosamine N Paraburkholderia azotifigens AOA5CBVNLO - 29185955 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1287 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fluorescens AOA7Z8NJMO 31040301 activity Not Available
N . Gallionellales bacterium y .
1288 Uncharacterized protein GWA2 59 43 AOA1GOCW50 - 27774985 Not Available Not Available
1289 Uncharacterized protein Pseudomonas putida Strain DOT-T1E 17BZQ0 - 23815283 Not Available Not Available
1290 Two-component system response regulator RpfG Xanthomona§ campestrls pv. Strain 85-10 Q3BUB5 - 16237009 phosphoric dle.sFer Hydrolase Not Available
vesicatoria activity
1291 Uncharacterized protein Sphingobium baderi LLO3 TOHNL1 - 24051322 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . _ Acetyl glucosaminyl transferase .
1292 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudogulbenkiania spp. Strain NH8B G2J3U5 22038961 activity Not Available
1293 Diguanylate cyclase Chloroflexus aurantiacus Sg;‘&%;gs %ﬁ?gﬁl ! A9WDHO - 21714912 Diguanylate cyclase activity Not Available
1294 Diguanylate cyclase Chloroflexus aurantiacus Sggi;l 2?5:? %ﬁ?gﬁl ! A9WJ93 - 21714912 Diguanylate cyclase activity Not Available
1295 Diguanylate cyclase Chloroflexus aurantiacus Sggi;l 2?5:? %ﬁ?gﬁl ! A9WIR5 - 21714912 Diguanylate cyclase activity Not Available
Hydrolase activity, acting on
1296 Polysaccharide deacetylase Pseudogulbenkiania spp. Strain NH8B G2J3U6 - 22038961 carbon-nitrogen (but not peptide) Not Available
bonds
1207 Poly-beta-1, 6-N-acetyl-D-glucosamine Gitrobacter freundii complex AOA2I8SAW1 - 20437920 Not Available Not Available
biosynthesis protein PgaD spp. CFNIH3
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ; Strain LSv54 / DSM _ Acetyl glucosaminyl transferase .
1298 (Poly-beta-1, 6-GICNAG synthase) (EC 2.4.1.-) | Desufetalea psychrophila 12343 QBAMQZ 15305914 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Citrobacter freundii complex . Acetyl glucosaminyl transferase .
1209 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) spp. CFNIH3 AOAZIBSBF6 20437920 activity Not Available
Strain JCM 10833 /
TN P y - BCRC 13528 / IAM _ Diguanylate cyclase activity, .
1300 Histidinekinase (EC 2.7.13.3) Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89FJ6 12597275 protein histidine kinase activity Not Available
/ USDA 110
Hydrolase activity, acting on
1301 Polysaccharide deacetylase Pseudogulbenkiania spp. Strain NH8B G2IVP1 - 22038961 carbon-nitrogen (but not peptide) Not Available
bonds
1302 Uncharacterized protein Actinobacteria bacterium HGW- AOA2N3F169 - 28350393 Not Available Not Available
Actinobacteria-8
1303 Uncharacterized protein Pseudogulbenkiania spp. Strain NH8B G2J3u4 - 22038961 Not Available Not Available
1304 mRNA interferase MqsR Geobacter spp. OR-1 AOADABWX61 - 23668621 Not Available Not Available
1305 Surface composition regulator Citrobacter freundii complex ADA2I8SBG3 - 29437920 Not Available Not Available
spp. CFNIH3
g 1 6N hy . _ , - Hydrolase activity, acting on
1306 Poly-beta-1, 6-N-acetyl-D-glucosamine N Gitrobacter freundii complex AOA2IBSBF0 - 29437920 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB spp. CFNIH3 bonds
1307 Diguanylate cyclase Chloroflexus aurantiacus Sg;‘&%;gs %ﬁ?gﬁl ! A9WBR3 - 21714912 Diguanylate cyclase activity Not Available
1308 Diguanylate cyclase Chloroflexus aurantiacus Sg;‘&%;gs %ﬁ?gﬁl ! AOWGU1 - 21714912 Diguanylate cyclase activity Not Available
1309 Diguanylate cyclase Chloroflexus aurantiacus Sg;‘&%;gs %ﬁ?gﬁl ! A9WCL4 - 21714912 Diguanylate cyclase activity Not Available
1310 Diguanylate cyclase Chloroflexus aurantiacus Sgg‘& 2?5:? %ﬁ?gﬁl ! A9WKG1 - 21714912 Diguanylate cyclase activity Not Available
1311 Diguanylate cyclase Chloroflexus aurantiacus Sg;‘&%;gs %ﬁ?gﬁl ! A9WC49 - 21714912 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Stenotrophomonas spp. - Acetyl glucosaminyl transferase .
1812 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) SAUT4A nalMi4 5 ADA3QBFC29 20765358 activity Not Available
. Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Stenotrophomonas spp. - - N .
1313 deacetylase PgaB SAUT4A_nalMi4_5 AOA3Q8FQ27 29765358 carbon nltrogzgn(:lsn not peptide) Not Available
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM . . .
1314 BII7113 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89EH2 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM " o .
1315 BII1500 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89uB7 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
1316 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Stenotrophomonas spp. AOA3S5GH39 _ 29765358 Acetyl glucosaminyl transferase Not Available

(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-)

SAU14A nalMi4 5

activity
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Strain ATCC 13047 /
. DSM 30054 / NBRC .
ta17 | Polybela-, &--acetyD glucosamine synhase | Enterobactercloacas SUBSPP. | 13535 | NCTG 10005 | ADAOHACRES| 2007761 | Acev glucosaminylransferase | oy pyaijgbie
v ’ v A cloacae / WDCM 00083 / Y
NCDC 279-56
1318 GGDEF domain-containing protein Streptomyces coelicolor Stra}inA/;TZC(/) Sﬁf‘\;‘ﬂ Q9ADC3 - 12000953 Diguanylate cyclase activity Not Available
1319 Uncharacterized protein Polaromona Strain CJ2 ATVWM5 - 19453698 Not Available Not Available
naphthalenivorans
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1320 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus aureus Strain USA300 AOAOH2XJC1 16517273 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L _ . Acetyl glucosaminyl transferase .
1321 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobacter ludwigii WOBUX8 25197457; 26251488 activity Not Available
1322 |Type IV major pilin (Type IV pilus assembly protein Acidovorax citrulli Acidovorax avenae | oo 7 - 19589067 Not Available Not Available
PilA) subspp. citrulli
ABC transporter substrate-binding protein (Hemin
1323 Storage System Protein) (Poly-beta-1, 6-N-acetyl- Enterobacter ludwigii G8LE15 - 22675579; 25197457 Not Available Not Available
D-glucosamine biosynthesis protein PgaD)
1324 Poly-beta-1, 6-N-acetyl-D-glucosamine Gammaproteobacteria AOA2EBLPH3 - 29337314 Not Available Not Available
biosynthesis protein PgaD bacterium
Strain LT2 /
1325 Protein LpfD Salmonella typhimurium SGSC1412 / ATCC P43663 - 7721701; 11677609 Not Available Not Available
700720
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase activity, acting on
1326 deacetylase (PGA N-deacetylase) (Poly-beta-1, 6- Escherichia coli 0157:H7 Q8XAR3 - 11206551; 11258796 | carbon-nitrogen (but not peptide) Not Available
GIcNAc N-deacetylase) (EC 3.5.1.-) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PGA synthase) (Poly-beta-1, 6-GIcNAc synthase) L " : - ) Acetyl glucosaminyl transferase .
1327 (EC 2.4.1.-) (Biofilm PGA synthesis protein PgaC) Escherichia coli 0157:H7 Q8XAR5 11206551; 11258796 activity Not Available
(N-acetylglucosaminylTransferase PgaC)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . )
8905232; 9278503; .
1328 | (POA synthase) (Poly-beta-1, 6-GIcNAC synthase) Escherichia coli Strain K12 P75905 - 16738553; 15000514; | ACeY! glucosaminyl transferase Not Available
(EC 2.4.1.-) (Biofilm PGA synthesis protein PgaC) | activity
X 15919996; 18359807
(N-acetylglucosaminylTransferase PgaC)
1329 Biofilm PGA synthesis protein PgaD Escherichia coli 0157:H7 P69433 - 11206551; 11258796 Not Available Not Available
8905232; 9278503;
- . . L . . 16738553; 15090514; . §
1330 Biofilm PGA synthesis protein PgaD Escherichia coli Strain K12 P69432 - 15919996: 18359807 Not Available Not Available
19460094
1331 DNA-binding HTH domain-containing protein Eggerthella spp. Strain YY7918 F7V097 - 21914883 DNA binding Not Available
1332 Uncharacterized protein Bordetella parapertussis Strain Bpp5 KOMGY7 - 23051057 Not Available Not Available
. " Thermodesulfovibrio Strain ATCC 51303 / . - .
1333 Sensory box / ggdef domain protein yellowstonii DSM 11347 | YP87 B5YGD8 - 25635016 Diguanylate cyclase activity Not Available
. " . Thermodesulfovibrio Strain ATCC 51303 / . o .
1334 Signaling protein yellowstonii DSM 11347 | YP87 B5YH87 - 25635016 Diguanylate cyclase activity Not Available
1335 Haemin storage system, HmsS protein Yersinia pestis bv. Antiqua Strain Antiqua AOAOE1TNTX1 - 16740952 Not Available Not Available
1336 Poly-beta-1, 6-N-acetyl-D-glucosamine Lysobacter gummosus AOA0S2GAX3 -~ 26597042 Not Available Not Available
biosynthesis protein PgaD
1337 Uncharacterized protein Bo’detegf_lgeg;f;’g ST07- AOAGN3RZF6 - 24356839 Not Available Not Available
Strain ATCC 9797 / Hydrolase activity, acting on
1338 Putative hemin storage protein Bordetella pertussis DSM 5571 / NCTC | AOAOT7CLL3 - 23051057 carbon-nitrogen (but not peptide) Not Available
10739 / 18323 bonds
N 4 AN . . ~ Hydrolase activity, acting on
1339 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lysobacter gummosus AOA0S2G4X4 - 26597042 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Strain ATCC 9797 /
1340 Uncharacterized protein Bordetella pertussis DSM 5571 / NCTC | AOAOT7CP04 - 23051057 Not Available Not Available
10739 / 18323
. . Thermodesulfovibrio Strain ATCC 51303 / . - .
1341 Ggdef domain protein yellowstonii DSM 11347 | YP87 B5YJP8 - 25635016 Diguanylate cyclase activity Not Available
1342 Uncharacterized protein Yersinia pestis bv. antiqua Strain Antiqua AOAOE1NW62 - 16740952 Not Available Not Available
. Strain ATCC 9797 / .
1343 | Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Bordetella pertussis DSM 5571 / NCTC | AOAOT7CLJG - 23051057 Acetyl glucosaminy! transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) activity
10739 / 18323
1344 Surface composition regulator Salmonella enterica subspp. | eiaide Str. A4-669 | AOAGCBGIIS - 21850443 Not Available Not Available
enterica serovar
1345 Surface composition regulator Salmonella schwarzengrund Strain CVM19633 | AOAON1QW65 - 21602358 Not Available Not Available
1346 Uncharacterized protein Anaeromyxobacter spp. PSR-1 AOAODBQFE1 - 23709511 Not Available Not Available
N 4 AN . . ~ Hydrolase activity, acting on
1347 Poly-beta-1, 6-N-acetyl-D-glucosamine N Shigella spp. AOA351P2X7 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
N 4 AN . . ~ Hydrolase activity, acting on
1348 Poly-beta-1, 6-N-acetyl-D-glucosamine N Klebsiella pneumoniae AOA2LOKTV2 - 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1349 Uncharacterized protein Ga”"’R”Bf’(’s’a’f; ';‘zc'g”“m AOA1GOCZQ4 - 27774985 Not Available Not Available
1350 Hemin storage system protein Enterobacter spp. DC4 W7P486 - 24625871 Not Available Not Available
1351 Uncharacterized protein Ligilactobacillus apodemi DSM 116:1374; JeMm AOAOR1TQZ9 - 26415554 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
1352 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobacter spp. DC4 W7P4H8 24625871 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Xanthomonas axonopodis pv. . - Acetyl glucosaminyl transferase .
1353 (Poly-beta-1, 6-GlcNAC synthase) (EC 2.4.1.-) citri Strain 306 Q8PLI7 12024217 activity Not Available
N 4 AN . . ~ Hydrolase activity, acting on
1354 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacter spp. DC4 W7NUMO -~ 24625871 carbon-nitrogen (but not peptide) Not Available
deacetylase (EC 3.5.1.-) bonds
1355 mRNA interferase MgsR Photorhabdus spp. S8-52 AO0A329WQK4 - 29877789 Not Available Not Available
1356 Pf’;{)‘:\’f;:; 16’(;‘gff&y}ifsgﬁizz:’;‘égzszy?qas)e Hahella chejuensis Strain KCTC 2396 Q25AS4 - 16352867 Acetyl 9'“°°Zi"?\:'i1“y,' transferase Not Available
Hydrolase activity, acting on
1357 Predicted xylanase / chitin deacetylase Hahella chejuensis Strain KCTC 2396 Q2SAS5 - 16352867 carbon-nitrogen (but not peptide) Not Available

bonds, Hydrolase activity, acting
on glycosyl bonds
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g 4 BN e . ~ Hydrolase activity, acting on
1358 Poly-beta-1, 6-N-acetyl-D-glucosamine N Nitrospiraceae bacterium AOA354A3Q8 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1359 Poly-beta-1, 6-N-acetyl-D-glucosamine Nitrospiraceae bacterium AOA419J381 -~ 28644444 Not Available Not Available
biosynthesis protein PgaD
- - Strain 287 /91 / . .
1360 Surface composition regulator Salmonella gallinarum NCTC 13346 B5REF5 - 18583645 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ’ . . _ Acetyl glucosaminyl transferase .
1361 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Nitrospiraceae bacterium AOA354A3Q7 30148503 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
1362 Poly-beta-1, 6-N-acetyl-D-glucosamine N Nitrospiraceae bacterium AOA419J3A1 -~ 28644444 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1363 Poly-beta-1, 6-N-acetyl-D-glucosamine Nitrospiraceae bacterium AOA354A3Q6 - 30148503 Not Available Not Available
biosynthesis protein PgaD
RNA polymerase sigma factor FliA (RNA Strain 14028S / DNA binding, DNA-directed 5'-3'
1364 polymerase sigma factor for flagellar operon) Salmonella typhimurium AOAOF6B2T8 - 19897643 RNA polymerase activity, sigma Not Available
> . SGSC 2262 o
(Sigma F) (Sigma-28) factor activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ’ . . _ Acetyl glucosaminyl transferase .
1365 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Nitrospiraceae bacterium AOA419J3A6 28644444 activity Not Available
1366 PgaD protein Escherichia coli Strain 55989 / EAEC B7LFD1 - 19165319 Not Available Not Available
Hydrolase activity, acting on
1367 Hypothetical lipoprotein YcdR Escherichia coli 06:K15:H31 Strain 536 / UPEC | AOA454A2Z0 - 16879640 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Thiotrichales bacterium - Acetyl glucosaminyl transferase .
1368 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) 5G8 50 AOAOSBEMNT 26922666 activity Not Available
1369 Uncharacterized protein (Fragment) Rhodospirillales bacterium RIFCiTtosvgofsj 2F AOA1G3IPC8 - 27774985 Not Available Not Available
1370 Uncharacterized protein Escherichia coli 06:K15:H31 Strain 536 / UPEC | A0A454A321 - 16879640 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L - Acetyl glucosaminyl transferase .
1371 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lysobacter antibioticus AOA0S2FCT6 26597042 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1372 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Macrococcus bohemicus AOA328A417 29951040 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
1373 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Macrococcus caseolyticus Strain JCSC5402 BOEAX5 19074389 activity Not Available
Hydrolase activity, acting on
1374 Biofilm PGA synthesis lipoprotein PgaB Paraburkholderia spp. BLSN3 AO0A4V2PL11 - 26203337 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ) - Acetyl glucosaminyl transferase .
1375 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Paraburkholderia spp. BLEN3 AOA4R11IGQ8 26203337 activity Not Available
1376 Surface composition regulator Citrobacter amalonaticus Y19 AOAOF6RISO - 23377788 Not Available Not Available
. - . Burkholderiales bacterium y .
1377 Toxin-antitoxin system, toxin component RIFOXYD12 FULL 59 19 AOA1F4MM23 - 27774985 Not Available Not Available
1378 Type Il toxin-antitoxin system MqsR family toxin | Agrobacterium salinitolerans AOA546WCU3 - 31273398 Not Available Not Available
1379 Poly-beta-1, 6-N-acetyl-D-glucosamine Lysobacter antibioticus AOA0S2FD23 - 26597042 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
1380 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lysobacter antibioticus AOAOS2FCY0 -~ 26597042 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Hydrolase activity, acting on
1381 Polysaccharide deacetylase Xenorhabdus spp. KJ12.1 AOA2DOLA49 - 28993611 carbon-nitrogen (but not peptide) Not Available
bonds
Psr:]e:ﬁjgn;%;as Hydrolase activity, acting on
1382 Hemin storage protein Stenotrophomonas maltophilia Xanthoﬂmnas AOAOK2IYF3 - 26324280 carbon-nitrogen (but not peptide) Not Available
maltophilia bonds
1383 HmsS protein Pseudomonas fluorescens E2XJKO - 20920191 Not Available Not Available
1384 Poly-beta-1, 6-N-acetyl-D-glucosamine Salmonella typhimurium AOAT08ADF7 -~ 30286803 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas fluorescens - Acetyl glucosaminyl transferase .
1985 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) WH6 E2x49 20920191 activity Not Available
1386 Surface composition regulator Salmonella .enter/ca subspp. Aberdeen AOA514KB90 - 30286803 Not Available Not Available
enterica serovar
Biofilm polysaccharide intercellular adhesin Hydrol - .
deacetylase (Intercellular adhesion protein B) ydrolase activity, acting on
1387 . Staphylococcus haemolyticus B8Y3Y6 - 19144798 carbon-nitrogen (but not peptide) Not Available
(Poly-beta-1, 6-N-acetyl-D-glucosamine N- - B
bonds, in linear amides
deacetylase)
1388 Haemin storage system, HmsS protein Yersinia enterocolitica type O:9 Str. YE56 / 03| AOATU7FEY4 - 24753568 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1389 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Staphylococcus haemolyticus B8Y3Y4 19144798 activity Not Available
Biofilm operon icaADBC HTH-type negative
1390 Transcriptional regulator IcaR (Intercellular Staphylococcus haemolyticus B8Y3Y3 - 19144798 DNA binding Not Available
adhesion protein R)
1391 Uncharacterized protein Yersinia enterocolitica type O:9 Str. YE56 / 03| AOA7U7FBJ4 - 24753568 Not Available Not Available
Acyltransferase activity,
1392 Intercellular adhesion protein C Staphylococcus haemolyticus B8Y3Y7 - 19144798 transferring groups other than Not Available
amino-acyl groups
Pseud f Hydrolase activity, acting on
1393 Polysaccharide deacetylase seu omowﬁls uorescens E2XJJ8 - 20920191 carbon-nitrogen (but not peptide) Not Available
bonds
1394 Surface composition regulator Salmoneila enterica subspp. 48:g9, z51:- AOAT727TFY8 - 30286803 Not Available Not Available
houtenae serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acetyl glucosaminy! transferase
1395 (Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) | Staphylococcus saprophyticus Q5YFS7 - 15472359 Vg activity Not Available
(Fragment) y
Biofilm polysaccharide intercellular adhesin
synthesis protein IcaD (Intercellular adhesion . _ . .
1396 protein D) (Poly-beta-1, 6-N-acetyl-D-glucosamine Staphylococcus haemolyticus B8Y3Y5 19144798 Not Available Not Available
synthesis protein IcaD)
1397 FucA Streptococcus gordonii Q6QT50 - 15205427 Alpha-L-fucosidase activity Not Available
1398 Uncharacterized protein F’seudomol;s:‘lguorescens E2XLZ9 - 20920191 Not Available Not Available
1399 Motility quorum-sensing regulator MgsR Pseudomggff_ggorescens 14JYJ9 - 22792073 Not Available Not Available
. . . . Strain JCM 16667 / . .
1400 Uncharacterized protein Acinetobacter oleivorans KCTC 23045 / DR1 D3JTG6 - 20629796 Not Available Not Available
1401 Putative biofilm PGA synthesis protein PgaD Pse"domg';";’f_ggo’ esoens 141127 - 22792073 Not Available Not Available
Pseud fl Hydrolase activity, acting on
1402 |Biofilm PGA synthesis lipoprotein PgaB (EC 3.-.--)| ' o "”"C’)"B‘jf_gg"’esce"s 14KZS7 -~ 22792073 carbon-nitrogen (but not peptide) Not Available
bonds
1403 Surface composition regulator Salmonella enterica subspp. AOA732CTX5 - 30286803 Not Available Not Available
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1404 SpsR Serratia plymuthica C4PDW9 - 21284858 DNA binding Not Available
1405 Surface composition regulator Yersinia enterocolitica Type 09 Str. YES6/ | \oa7u71P11 -~ 24753568 DNA binding, DNA-directed DNA Not Available

03 polymerase activity
Type 09 Str. YE56 / Hydrolase activity, acting on
1406 Haemin storage system, HmsF protein Yersinia enterocolitica ype O 03 ) AOA7U7FEF6 - 24753568 carbon-nitrogen (but not peptide) Not Available
bonds
1407 Surface composition regulator Salmonella typhimurium AO0A3Z1VB25 - 30286803 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " Type O:9 Str. YE56 / - Acetyl glucosaminyl transferase .
1408 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Yersinia enterocolitica 03 AOA7U7FEDO 24753568 activity Not Available
1409 Surface composition regulator Salmonella typhimurium A0A709Z2J5 - 30286803 Not Available Not Available
Biofilm polysaccharide intercellular adhesin
synthesis protein IcaD (Intercellular adhesion _ . .
1410 protein D) (Poly-beta-1, 6-N-acetyl-D-glucosamine Staphylococcus caprae Q9AIQ7 11159959 Not Available Not Available
synthesis protein IcaD)
1411 Surface composition regulator Salmonella bongori serovar 44:r:- A0A702BVU7 - 30286803 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
1412 Poly-beta-1, 6-N-acetyl-D-glucosamine N Salmonella typhimurium AOA708AH06 - 30286803 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Biofilm operon icaADBC HTH-type negative
1413 Transcriptional regulator IcaR (Intercellular Staphylococcus caprae Q9AIQ9 - 11159959 DNA binding Not Available
adhesion protein R)
1414 IcaA (Fragment) Staphylococcus cohnii Q83zI1 - 12957956 Not Available Not Available
1415 Surface composition regulator Salmonella enterica subspp. 58:a:- AOA701W280 - 30286803 Not Available Not Available
salamae serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1416 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus caprae QOAIQ8 11159959 activity Not Available
Pseud I Hydrolase activity, acting on
1417 Outer membrane N-deacetylase seu omon;;_rgorawensls VBREO08 - 24558233 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase P - Acetyl glucosaminyl transferase .
1418 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Salmonella typhimurium AOA708A923 30286803 activity Not Available
Actinobacillus
. " actinomycetemcomitan .
1419 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _Aggregatlbacter_ s Haemophilus Q5VJB2 - 15576769 Acetyl glucosan_mjyl transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) actinomycetemcomitans . . activity
actinomycetemcomitan
s
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Actinobacillus Haemophilus _ Acetyl glucosaminyl transferase .
1420 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) pleuropneumoniae pleuropneumoniae Q5QFG3 15576769 activity Not Available
Actinobacillus
. " actinomycetemcomitan .
1421 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _Aggregatlbacter_ s Haemophilus ASHJWO _ 17851029 Acetyl glucosan_mjyl transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) actinomycetemcomitans . . activity
actinomycetemcomitan
s
Biofilm polysaccharide intercellular adhesin Hydrol - .
deacetylase (Intercellular adhesion protein B) ydrolase activity, acting on
1422 . Staphylococcus caprae Q9AIQ6 - 11159959 carbon-nitrogen (but not peptide) Not Available
(Poly-beta-1, 6-N-acetyl-D-glucosamine N- - B
bonds, in linear amides
deacetylase)
1423 Toxin CdiA Neisseria meningitidis COKXJO - 19289515 Toxin activity Not Available
1424 Acyl»homoserlpe-lactone synth.ase (EQ 2.3.1.184) Ensifer adhaerens Sinorhizobium K4KIVO _ 23000571 N-acyl homosenng !actone Not Available
(Autoinducer synthesis protein) morelense synthase activity
Strain ATCC BAA-588
. . o / NCTC 13252 / . .
1425 Putative membrane protein Bordetella bronchiseptica . AOAQH3LTS4 - 12910271 Not Available Not Available
RB50 AlcaligeneS
bronchiSepticuS
1426 Toxin CdiA Neisseria meningitidis COKXI6 - 19289515 toxin activity Not Available
1427 Toxin CdiA Neisseria meningitidis COKXI14 - 19289515 toxin activity Not Available
1428 Uncharacterized protein Cupriavidus oxalaticus QB84ES5 - 12902278 Not Available Not Available
1429 Surface composition regulator Salmonella .enter/ca subspp. Oslo AOA5I0WQX2 - 30286803 Not Available Not Available
enterica serovar
1430 Acyl»homoserlpe-lactone synth.ase (EQ 2.3.1.184) Ensifer adhaerens Sinorhizobium K4KF64 _ 23000571 N-acyl homosenng !actone Not Available
(Autoinducer synthesis protein) morelense synthase activity
1431 Uncharacterized protein Cupriavidus necator Alcallgengs eutrophus Q9ZAL5 - 9887305 Not Available Not Available
Ralstonia eutropha
1432 Acyl»homoserlpe-lactone synth.ase (EQ 2.3.1.184) Ensifer adhaerens Sinorhizobium K4K584 - 23090571 N-acyl homosenng !actone Not Available
(Autoinducer synthesis protein) morelense synthase activity
1433 Surface composition regulator Salmonella enterica cls'laollr:r(;nezllll?s AOA750KGMO - 30286803 Not Available Not Available
1434 Surface composition regulator Salmonella enterica cls'laollr:r(;nezllll?s AOA753AFU1 - 30286803 Not Available Not Available
1435 Metal-binding permease Streptococcus gordonii Str. Challis Q842E9 - 12700268 zinc ion binding Not Available
Strain ATCC BAA-588
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase B . / NCTC 13252 / _ Acetyl glucosaminyl transferase .
1436 (Poly-beta-1, 6-GIoNAC synthase) (EC 2.4.1.-) Bordetella bronchiseptica RB50 Alcaligenes AOAOH3LKJ5 12910271 activity Not Available
bronchisepticus
- . Salmonella . .
1437 Surface composition regulator Salmonella enterica choleraesuis AOA702CJEO - 30286803 Not Available Not Available
1438 Surface composition regulator Salmonella moscow AOA5H7LB63 - 30286803 Not Available Not Available
1439 Surface composition regulator Salmonella typhimurium A0A7351587 - 30286803 Not Available Not Available
1440 Surface composition regulator Salmonella newport ADA3V7UC64 - 30286803 Not Available Not Available
1441 Surface composition regulator Escherichia coli C3sU77 - 19439656 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . _ Acetyl glucosaminyl transferase .
1442 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli C3TEV2 19439656 activity Not Available
1443 MrkA Escherichia coli BOLHG5 - 18055599; 19717626 Not Available Not Available
1444 Surface composition regulator Salmonella .enter/ca subspp. Corvallis AOA4U7YCJ9 - 30286803 Not Available Not Available
enterica serovar
1445 Surface composition regulator Salmonella .enter/ca subspp. Rissen AOA5H7QG39 - 30286803 Not Available Not Available
enterica serovar
1446 IcaA (Fragment) Staphylococcus saprophyticus Q83TU9 - 12957956 Not Available Not Available
1447 Surface composition regulator Salmonella typhi AOA4U8GBI9 - 30286803 Not Available Not Available
Acyl-homoserine-lactone synthase (EC 2.3.1.184) . Arthrobacter _ 12450862; 15345437, N-acyl homoserine lactone .
1448 (Autoinducer synthesis protein) Pseudomonas putida siderocapsulatus QBGEMO 16585751 synthase activity Not Available
- . Salmonella . .
1449 Surface composition regulator Salmonella enterica choleraesuis AOA750MQQ2 - 30286803 Not Available Not Available
1450 Surface composition regulator Salmonella abortus-equi AOA738E8L1 - 30286803 Not Available Not Available
1451 Surface composition regulator Salmonella .enter/ca subspp. Brandenburg AOA5I9JE21 - 30286803 Not Available Not Available
enterica serovar
1452 MrkD Escherichia coli BOLHG8 - 18055599; 19717626 Not Available Not Available
1453 Surface composition regulator Salmonella .enter/ca subspp. Paratyphi C AOABY5YMHE - 30286803 Not Available Not Available
enterica serovar
1454 MrkC Escherichia coli BOLHG7 - 18055599; 19717626 Fimbrial usher porin activity Not Available
1455 SLATT_6 domain-containing protein Escherichia coli BOLHG1 - 18055599; 19717626 Not Available Not Available
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1456 Surface composition regulator Salmonella typhimurium Strain SL1344 AOA718QE43 - 30286803 Not Available Not Available
1457 AGS_C domain-containing protein Escherichia coli BOLHG2 - 18055599; 19717626 Nucleotidyltransferase activity Not Available

Poly-beta-1, 6-N-acetyl-D-glucosamine synthase e _ Acetyl glucosaminyl transferase .
1458 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus capitis Gav1le 23052315 activity Not Available
1459 Surface composition regulator Salmonella .enter/ca subspp. Choleraesuis AOA5I8Q4H1 - 30286803 Not Available Not Available
enterica serovar
Actinobacillus
A tibact actinomycetemcomitan
1460 AagD (PgaD) _Aggregatibacter s Haemophilus Q5VJB1 . 15576769; 17851029 Not Available Not Available
actinomycetemcomitans . .
actinomycetemcomitan
s
1461 Surface composition regulator Salmonella enterica subspp. AO0A729JLQ4 - 30286803 Not Available Not Available
salamae serovar 48:d:z6
1462 | Acy-homoserine-lactone synthase (EC 2.3.1.184) Edwardsiella tarda QBOHM1 - 16233705; 19283379 | '\-aYl homoserine lactone Not Available
(Autoinducer synthesis protein) synthase activity
1463 Surface composition regulator Salmonella .enter/ca subspp. Alachua AOA514B3X4 - 30286803 Not Available Not Available
enterica serovar
1464 Surface composition regulator Salmonella .enter/ca subspp. Altona AOA3V4SJ84 - 30286803 Not Available Not Available
enterica serovar
1465 Surface composition regulator Salmonella .enter/ca subspp. Agama AOA3V8VN13 - 30286803 Not Available Not Available
enterica serovar
1466 Surface composition regulator Salmonella enterica subspp. 47:b:1,5 AO0A735M8M7 - 30286803 Not Available Not Available
salamae serovar
1467 Surface composition regulator Salmoneila enterica subspp. 44:236(z38]:- ADA737M2X2 - 30286803 Not Available Not Available
houtenae serovar
1468 Surface composition regulator Salmonella .enter/ca subspp. Rough O:-:- AOA730TM30 - 30286803 Not Available Not Available
enterica serovar
1469 Surface composition regulator Salmonella enteritidis PT4 Strain P125109 ADA725G1U5 - 30286803 Not Available Not Available
1470 Surface composition regulator Salmonella enterica subspp. 58:d:z6 AODA737SLZ3 - 30286803 Not Available Not Available
salamae serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
147t (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Yersinia pests Qses4t 9249062 activity Not Available
1472 Surface composition regulator Salmonella enterica cls'laollr:r(;nezllll?s AOA742XT71 - 30286803 Not Available Not Available
1473 RNA polymerase sigma factor (Fragment) Edwardsiella tarda C3U1E8 - 19283379 DNA blndggi,vsitlsma factor Not Available
Hydrolase activity, acting on
1474 HmsF Yersinia pestis Q56940 - 9249062 carbon-nitrogen (but not peptide) Not Available
bonds
1475 IcaA (Fragment) Mammaliicoccus sciuri Staphylococcus sciuri Q83z12 - 12957956 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . Achromobacter - Acetyl glucosaminyl transferase .
1476 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) | *Xenerhabdus nematophila nematophilus B3GNZ3 18515487 activity Not Available
1477 MacB Pseudomonas putida Arthrobacter ABMN40 - 16585751; 18599835 ATP binding Not Available
siderocapsulatus
1478 SuhB (Fragment) Pseudomonas putida Arthrobacter QaveH9 - 16585751 Not Available Not Available
siderocapsulatus
1479 PPUR Pseudomonas putida Arthrobacter QsveHe - 16585751 DNA binding Not Available
siderocapsulatus
1480 Surface composition regulator Salmonella .enter/ca subspp. Ank AOA512X3G4 - 30286803 Not Available Not Available
enterica serovar
1481 OprM Pseudomonas putida Arthrobacter ABMN35 - 16585751; 18599835 Efflux transmembrane Not Available
siderocapsulatus transporter activity
. . . Hydrolase activity, acting on
1482 Putative polysaccharide deacetylase associated Ralstonia syzygii R24 G3A8J5 - 21931687 carbon-nitrogen (but not peptide)|  Not Available
with biofilm formation putative lipoprotein (PgaB) bonds
1483 Poly-beta-1, 6-N-acetyl-D-glucosamine Shigella spp. AOA352GZLA - 30148503 Not Available Not Available
biosynthesis protein PgaD
1484 Surface composition regulator Shigella spp. A0A358UM46 - 30148503 Not Available Not Available
1485 Poly-beta-1, 6-N-acetyl-D-glucosamine Klebsiella pneumoniae AOA2LOKL40 -~ 20437920 Not Available Not Available
biosynthesis protein PgaD
1486 HmsS protein Ki i pneumoniae W9BJP9 - 25341126 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1487 Poly-beta-1, 6-N-acetyl-D-glucosamine N Anaeromyxobacter spp. PSR-1 AOAODBQE29 -~ 23709511 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
1488 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter seifertii N8S8L3 -~ 25563912 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ . _ Hydrolase activity, acting on
1489 Poly-beta-1, 6-N-acetyl-D-glucosamine N Metakosakonia spp. MRY16 AOA348DF60 - 30524415 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB 398 bonds
1490 Poly-beta-1, 6-N-acetyl-D-glucosamine Metakosakonia spp. MRY16- AOA348DF58 - 30524415 Not Available Not Available
biosynthesis protein PgaD 398
g 1 6N Y . _ N Hydrolase activity, acting on
1491 Poly-beta-1, 6-N-acetyl-D-glucosamine N Gammaproteabacteria AOA7C5JBZ9 - 31911466 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB bacterium bonds
1492 Surface composition regulator Metakosakorgggspp, MRY16- AOA348DK62 - 30524415 Not Available Not Available
1493 Poly-beta-1, 6-N-acetyl-D-glucosamine Gammaproteobacteria AOA3D1RX59 - 30148503 Not Available Not Available
biosynthesis protein PgaD bacterium
1494 Uncharacterized protein Ga”"":;’c’ gﬁzz""m”a ADA3COI6L8 - 30148503 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Gammaproteobacteria _ Acetyl glucosaminyl transferase .
1495 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) bacterium AOASDIRSI 30148503 activity Not Available
1496 TonB_C domain-containing protein Lysobacter enzymogenes AOA1J1EBZ8 - 28065880 Not Available Not Available
Deltaproteobacteria bacterium
1497 Motility quorum-sensing regulator MgsR RIFCSPLOWO2_02_FULL_53 AOA1FIIJA9 - 27774985 Not Available Not Available
_8
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Lentisphaerae bacterium . Acetyl glucosaminyl transferase .
1498 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) GWF2 50 93 AOA1G02Q85 27774985 activity Not Available
Deltaproteobacteria bacterium
1499 Uncharacterized protein RIFCSPLOWO2_02_FULL_53 AOA1FIIY36 - 27774985 Not Available Not Available
_8
1500 Biofilm formation regulator HmsP Enterobacter agglomerans Erwinia herbicola AOAB8IOLKD8 - 32966572 Not Available Not Available
Pantoea agglomerans
Poly-beta-1, 6-N-acetyl-D-glucosamine Lentisphaerae bacterium . p P
1501 biosynthesis protein PgaD GWF2 50 93 AO0A1G0ZS47 27774985 Not Available Not Available
g 1 6N Y . _ . . Hydrolase activity, acting on
1502 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lentisphaerae bacterium AOA1G0ZQGO -~ 27774985 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB GWF2_50_93 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
1503 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Achromobacter xylosoxidans Strain A8 E3HKYO0 21097610 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " Lactobacillus - Acetyl glucosaminyl transferase .
1504 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Carnobacterium divergens divergens AOA5FOMFX7 30081251 activity Not Available
Hydrolase activity, acting on
1505 Biofilm PGA synthesis lipoprotein PgaB (EC 3.-.-.-)| Achromobacter xylosoxidans Strain A8 E3HKY1 - 21097610 carbon-nitrogen (but not peptide) Not Available

bonds
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Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas moraviensis _ Acetyl glucosaminyl transferase .
1506 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) R28-S VBRF67 24566233 activity Not Available
Caldanaerobacter
1507 Uncharacterized protein subterraneus subspp. U5CWT9 - 24201201 Not Available Not Available
yonseiensis KB-1
. Strain DSM 16069 / .
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ - Acetyl glucosaminyl transferase .
1508 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Kangiella koreensis KCTC 12112%2 1 SW C7RBF1 21304661 activity Not Available
Strain ATCC 27009 /
DSM 446 /| BCRC
14685 / JCM 5260 /
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Alicyclobacillus acidocaldarius | KCTC 1825 / NBRC - Acetyl glucosaminyl transferase .
1509 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) subspp. acidocaldarius 15652 / NCIMB CeWT25 21304673 activity Not Available
11725 / NRRL B-
14509 / 104-1A
Bacillus acidocaldarius
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L " : . _ Acetyl glucosaminyl transferase .
1510 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli 0157:H7 Strain EC869 AOAOH3PPW9 21421787 activity Not Available
. Hydrolase activity, acting on
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Stenotrophomonas spp. - L . .
1511 deacetylase PgaB ESTM1D_MKCIP4. 1 AOA3S7KT60 29765358 carbon nltroggrl;rfs:t not peptide) Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1512 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Comamonae bacterium AO0A4Q3R2D4 30498029 activity Not Available
1513 Poly-beta-1, 6-N-acetyl-D-glucosamine Comamonae bacterium AOA4Q3QYGO -~ 30498029 Not Available Not Available
biosynthesis protein PgaD
1514 Lipoprotein for biofilm formation Bacillus subtilis XF-1 M4KUX5 - 23558530 Not Available Not Available
Strain SCRI 1043 /
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . ATCC BAA-672 - Acetyl glucosaminyl transferase .
1515 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pectobacterium atrosepticum Erwinia carotovora Q6CYQ3 15263089 activity Not Available
subspp. atroseptica
Strain SCRI 1043 /
1516 Surface composition regulator Pectobacterium atrosepticum | _ATCC BAA-6T2 Q6D4M7 - 15263089 DNA binding, DNA-directed DNA| ¢ Available
Erwinia carotovora polymerase activity
subspp. atroseptica
Strain SCRI 1043 /
1517 Putative hemin storage protein Pectobacterium atrosepticum ATC.C BAA672 Q6CYQ4 - 15263089 Not Available Not Available
Erwinia carotovora
subspp. atroseptica
N 4 AN . . ~ Hydrolase activity, acting on
1518 Poly-beta-1, 6-N-acetyl-D-glucosamine N Comamonae bacterium AOA4Q3R554 -~ 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1519 Poly-beta-1, 6-N-acetyl-D-glucosamine Comamonae bacterium AOA4Q3PH24 -~ 30498029 Not Available Not Available
biosynthesis protein PgaD
1520 Poly-beta-1, 6-N-acetyl-D-glucosamine Comamonae bacterium AOA4Q3R2C1 - 30498029 Not Available Not Available
biosynthesis protein PgaD
1521 Uncharacterized protein Leptospira (’/2"3,‘7’/‘7:/’69 serovar Str. VAR 10 10XRGO - 23145189 Not Available Not Available
1522 Uncharacterized protein Stenotrophomonas rhizophila A0A4U3GLQ3 - 31040301 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
1523 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Stenotrophomonas rhizophila AOA4U3GSES 31040301 activity Not Available
1524 Uncharacterized protein Pseudomonas brassicacearum Strain NFM421 F2KL25 - 21515771 Not Available Not Available
N 4 AN . . ~ Hydrolase activity, acting on
1525 Poly-beta-1, 6-N-acetyl-D-glucosamine N Stenotrophomonas rhizophila AOA4U3GQQ3 - 31040301 carbon-nitrogen (but not peptide) | Not Available
deacetylase PgaB bonds
1526 Putative biofilm PNot AvailableG synthesis protein | Pseudomonas brassicacearum Strain NFM421 F2KD34 - 21515771 Not Available Not Available
1527 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas rhizophila AOA4V5UEL4 -~ 31040301 Not Available Not Available
biosynthesis protein PgaD
1528 Uncharacterized protein Deltaproteobacteria bacterium AOATFICH81 - 27774985 Not Available Not Available
RBG 16 58 17
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1529 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Comamonadaceae bacterium AOA4Q3RBI5 30498029 activity Not Available
N 1 AN . . ~ Hydrolase activity, acting on
1530 Poly-beta-1, 6-N-acetyl-D-glucosamine N Comamonadaceae bacterium AOA4V2ABY7 - 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
1531 Poly-beta-1, 6-N-acetyl-D-glucosamine Proteobacteria bacterium AOATWIKET - 28390307 Not Available Not Available
biosynthesis protein PgaD ST bin11
Stﬂ%g%’::.g‘;g ! Hydrolase activity, acting on
1532 Putative hemin storage lipoprotein Pectobacterium atrosepticum L Q6CYQ2 - 15263089 carbon-nitrogen (but not peptide) Not Available
Erwinia carotovora bonds
subspp. atroseptica
N 1 AN . . ~ . . Hydrolase activity, acting on
1533 Poly-beta-1, 6-N-acetyl-D-glucosamine N F’mteobacterr.a bacterium AOATWIK6ER2 - 28390307 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB ST_bin11 bonds
N 1 AN . . ~ Hydrolase activity, acting on
1534 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter spp. AOA519JFC4 - 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1535 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter spp. AOA519JFC8 30498029 activity Not Available
Strain ATCC 13048 /
DSM 30053 / JCM
. 1235 / KCTC 2190 / .
1536 Pf’;{)'lbiae't; 16’;gff&ﬂfsgﬁizz:’;‘égzszy?qas)e Kiebsiella aerogenes NBRC 13534 / | AOAOH3FV53 - 22493190 Acelyl glucosaminyliansferase | - ot Available
v ’ 4 A NCIMB 10102 / NCTC Y
10006 Enterobacter
aerogenes
1537 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter spp. AOA519JGP9 - 30498029 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . i Acetyl glucosaminyl transferase .
1538 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter spp. AO0A519JGNO 30498029 activity Not Available
Strain ATCC 13048 /
DSM 30053 / JCM
1235 / KCTC 2190 /
1539 Hemin storage system protein Klebsiella aerogenes NBRC 13534 / AOAOH3FMQ6 - 22493190 Not Available Not Available
NCIMB 10102 / NCTC
10006 Enterobacter
aerogenes
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1540 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Comamonae bacterium A0A4Q3QVPO 30498029 activity Not Available
N 1 AN . . ~ Hydrolase activity, acting on
1541 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter spp. AOA519JFC5 - 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1542 Poly-beta-1, 6-N-acetyl-D-glucosamine Comamonae bacterium AOA4Q3Q3K8 -~ 30498029 Not Available Not Available

biosynthesis protein PgaD
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1543 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter spp. AOA519JFEQ - 30498029 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Proteobacteria bacterium - Acetyl glucosaminyl transferase .
1544 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) ST bint1 ADATWOKEQ3 28390307 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1545 Poly-beta-1, 6-N-acetyl-D-glucosamine N Comamonae bacterium AOA4Q3NPB9 - 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Pseudomonas spp. Hydrolase activity, acting on
1546 deacetylase PgaB (EC 3.5.1.-) BIOMIG1BAC AOABG6ZRV1 - 26992451 carbon-nltrogzgn(::t not peptide) Not Available
Strain ATCC 13048 /
DSM 30053 / JCM
1235 / KCTC 2190 /
1547 Surface composition regulator Klebsiella aerogenes NBRC 13534 / AOAOH3FS42 - 22493190 Not Available Not Available
NCIMB 10102 / NCTC
10006 Enterobacter
aerogenes
1548 Type |l toxin-antitoxin system MgsR family toxin Comamonae bacterium A0A4Q3QZB8 - 30498029 Not Available Not Available
N 1 AN e . ~ Hydrolase activity, acting on
1549 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter spp. AOA519JGN1 - 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1550 Poly-beta-1, 6-N-acetyl-D-glucosamine Comamonadaceae bacterium AOA4V1UAIO - 30498029 Not Available Not Available
biosynthesis protein PgaD
1551 Lipoprotein for biofilm formation Bacillus spp. WP8 A0A0B4S988 - 25614565 Not Available Not Available
N 4 AN . . ~ Hydrolase activity, acting on
1552 Poly-beta-1, 6-N-acetyl-D-glucosamine N Comamonadaceae bacterium AOA4Q3RD4T - 30498029 carbon-nitrogen (but not peptide) | Not Available
deacetylase PgaB bonds
1553 Poly-beta-1, 6-N-acetyl-D-glucosamine Comamonadaceae bacterium A0A4Q3PKV1 - 30498029 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. - . .
1554 biosynthesis protein PgaD BIOMIG1BAC AOABG6ZS19 26992451 Not Available Not Available
N 4 AN . . ~ Hydrolase activity, acting on
1555 Poly-beta-1, 6-N-acetyl-D-glucosamine N Comamonadaceae bacterium AOA4Q5X007 - 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
Hydrolase activity, acting on
1556 Putative biofilm PNot AvailableG synthesis protein | Pseudomonas brassicacearum Strain NFM421 F2KD32 - 21515771 carbon-nitrogen (but not peptide) Not Available
bonds
N 4 AN . . ~ Hydrolase activity, acting on
1557 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas viciae AOA4P7PAAS - 30941113 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
N 1 AN . . ~ " Hydrolase activity, acting on
1558 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter pitti Acinetobacter | \oagiiov) N2 - 30036696 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB genomospp. 3 bonds
Strain ATCC BAA-245
/ DSM 16553 / LMG . .
16656 / NCTC 13227 Hydrolase activity, acting on
1559 Polysaccharide deacetylase Burkholderia cenocepacia J J2315 | CF5610 B4EHA7 - 18931103 carbon-nitrogen (but not peptide) Not Available
. s bonds
Burkholderia cepacia
Strain J2315
Strain ATCC BAA-245
/ DSM 16553 / LMG
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . 5 16656 / NCTC 13227 - Acetyl glucosaminyl transferase .
1560 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Burkholderia cenocepacia J J2315 | CF5610 B4EHA6 18931103 activity Not Available
Burkholderia cepacia
Strain J2315
1561 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter pittii Acinetobacter | \agHo\pgg - 30036696 Not Available Not Available
biosynthesis protein PgaD genomospp. 3
Hydrolase activity, acting on
1562 Polysaccharide deacetylase Xenorhabdus stockiae AOA2DOKWI14 - 28993611 carbon-nitrogen (but not peptide) Not Available
bonds
. " - Strain ATCC 39315 / . - .
1563 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KPY8 - 10952301 Diguanylate cyclase activity Not Available
. " - Strain ATCC 39315 / . L .
1564 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QIKNO1 - 10952301 Diguanylate cyclase activity Not Available
. " - Strain ATCC 39315 / . - .
1565 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QIKS83 - 10952301 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
1566 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lachnospiraceae bacterium AOA3DODPD1 30148503 activity Not Available
. " - Strain ATCC 39315 / . L .
1567 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KN91 - 10952301 Diguanylate cyclase activity Not Available
. " - Strain ATCC 39315 / . - .
1568 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QO9KNB6 - 10952301 Diguanylate cyclase activity Not Available
. " - Strain ATCC 39315 / . - .
1569 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 QI9KPS7 - 10952301 Diguanylate cyclase activity Not Available
Strain ATCC 17699 /
DSM 428 / KCTC
1570 Uncharacterized protein Cupriavidus necator 22496 / NCIMB QOKF48 - 16964242 Not Available Not Available
10442 / H16 / stanier
337 Ralstonia eutropha
. " - Strain ATCC 39315 / . - .
1571 GGDEF family protein Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KS92 - 10952301 Diguanylate cyclase activity Not Available
1572 Surface composition regulator Serratia spp. AS13 AO0A7U3Z3G0 - 23450001 Not Available Not Available
1573 mRNA interferase MqsR Betaprotoobacteria bacterium AOATF3X5Y1 - 27774985 Not Available Not Available
1574 Uncharacterized protein Azospin?lun?lip(;ferum Strain 4B G7Z3P9 - 22216014 Not Available Not Available
N 1 AN . . ~ " Hydrolase activity, acting on
1575 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter pitii Acinetobacter | \ag1iovGR7 - 30036696 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB genomospp. 3 bonds
1576 | Regulator of the extracellular matrix, regulation of | - g iy ¢ meotnanolicus PB1 I3E0X0 - 22610424 Not Available Not Available
biofilm formation
N 4 AN . . ~ . Hydrolase activity, acting on
1577 Poly-beta-1, 6-N-acetyl-D-glucosamine N Chromobacterium AOA2T5POUS - 29670144 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB haemolyticum bonds
Strain ATCC 23059 /
1578 Lipoprotein for biofilm formation Bacillus spizizenii NRRL ‘3.'14472 / .W23 EOU410 - 21527469 Not Available Not Available
Bacillus Subtilis
subspp. spizizenii
N 4 AN . . ~ Hydrolase activity, acting on
1579 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter seifertii NBSA96 - 25563912 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Gammaproteobacteria
1580 Uncharacterized protein bacterium HGW- AOA2N1YKL6 - 28350393 Not Available Not Available
proteob. ia-14
1581 Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacter chengduensis AOA5C1C3Z6 -~ 30302649 Not Available Not Available
biosynthesis protein PgaD
1582 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Enterobacter chengduensis AOA5C1C402 _ 30302649 Acetyl glucosaminyl transferase Not Available
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Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . -~ _ Acetyl glucosaminyl transferase .
1583 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fluorescens Strain Pf0-1 Q3KJY3 19432983 activity Not Available
Hydrolase activity, acting on
1584 Hemin storage system, HmsF protein Pseudomonas fluorescens Strain Pf0-1 Q3KJY4 - 19432983 carbon-nitrogen (but not peptide) Not Available
bonds
1585 Putative hemin storage system Pseudomonas fluorescens Strain Pf0-1 Q3KJY2 - 19432983 Not Available Not Available
1586 Type Il toxin-antitoxin system MgsR family toxin | Pseudomonas spp. WS 5019 AOA7Y1FEC9 - 32587583 Not Available Not Available
1587 Uncharacterized protein Pseudomonas putida ND6 13VOP5 - 22933774 Not Available Not Available
1588 Type |l toxin-antitoxin system MgsR family toxin | Oxalobacteraceae bacterium AOA4Q3HUYO - 30498029 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1589 Poly-beta-1, 6-N-acetyl-D-glucosamine N Oxalobacteraceae bacterium AOA4Q3K4V3 - 30498029 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
g 4 BN e . ~ Hydrolase activity, acting on
1590 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pelosinus spp. UFO1 AOAO75KIB4 -~ 25189589 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
1591 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pelosinus spp. UFO1 AOAO75KDY1 -~ 25189589 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Klebsiella pneumoniae Hydrolase activity, acting on
1592 HmsF protein subspp. rhinoscleromatis R4Y417 - 21629720 carbon-nitrogen (but not peptide) Not Available
SB3432 bonds
Klebsiella pneumoniae
1593 HmsS protein subspp. rhinoscleromatis R4YAK7 - 21629720 Not Available Not Available
SB3432
1594 Surface composition regulator Salmonella enterica Subspp. | \jyanda Str. R8-3404 | AOAGCEGYHY - 21850443 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1595 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pelosinus spp. UFO1 AOAQ075KH19 25189589 activity Not Available
1596 Type Il toxin-antitoxin system MgsR family toxin Lentisphaerae bacterium ADA7X8XB07 - 32123542 Not Available Not Available
g 1 6N Y . _ . . Hydrolase activity, acting on
1597 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lentisphaerae bacterium AOA1G0ZGS0 - 27774985 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB GWF2_52_8 bonds
Hydrolase activity, acting on
1598 Outer membrane N-deacetylase Pseudomonas aestus u6zQe7 - 24285649 carbon-nitrogen (but not peptide) Not Available
bonds
1599 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter spp. ABNIH27 AOA2S4T987 - 20437920 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
1600 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas aestus uezpPI1 24285649 activity Not Available
1601 Biofilm PGA synthesis protein PgaD Pseudomonas aestus U6ZVvB6 - 24285649 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Lentisphaerae bacterium . p P
1602 biosynthesis protein PgaD GWF2 52 8 AO0A1G0ZGL6 27774985 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1603 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter spp. ABNIH27 AOA2S4TAAT - 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
1604 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lentisphaerae bacterium AOA7V4HHCS - 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine Lentisphaerae bacterium _ p P
1605 biosynthesis protein PgaD CWF2 49 21 AO0A1G0OY752 27774985 Not Available Not Available
1606 Poly-beta-1, 6-N-acetyl-D-glucosamine Lentisphaerae bacterium AOATC5AGT6 -~ 31911466 Not Available Not Available
biosynthesis protein PgaD
1607 Poly-beta-1, 6-N-acetyl-D-glucosamine Escherichia spp. ESNIH1 AOA2S4QVY0 -~ 20437920 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Lentisphaerae bacterium _ Acetyl glucosaminyl transferase .
1608 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) GWF2 49 21 ADATGOY743 27774985 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i - Acetyl glucosaminyl transferase .
1609 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia spp. ESNIH1 AOA2S4QVY8 29437920 activity Not Available
1610 Uncharacterized protein Lentisphaerae bacterium AOA7TX9AUX7 - 32123542 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1611 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter spp. ABNIH27 AOA2S4T939 29437920 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1612 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter spp. ABNIH27 AOA2S4T902 -~ 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1613 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter spp. ABNIH27 AOA2S4TAB3 29437920 activity Not Available
g 1 6N hy . _ . . Hydrolase activity, acting on
1614 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lentisphaerae bacterium AOA1GOY7B1 - 27774985 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB GWF2_49_21 bonds
1615 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter spp. ABNIH27 AOA2S4TAC3 -~ 29437920 Not Available Not Available
biosynthesis protein PgaD
1616 Poly-beta-1, 6-N-acetyl-D-glucosamine Lentisphaerae bacterium AOA7V4HI93 -~ 31911466 Not Available Not Available
biosynthesis protein PgaD
1617 Type Il toxin-antitoxin system MgsR family toxin Lentisphaerae bacterium AOA7X7M3S1 - 32123542 Not Available Not Available
Strain ATCC 33913 /
Xanthomonas campestris pv. | DSM 3586 / NCPPB ~ . L .
1618 Response regulator campestris 528 / LMG 568 / P Q8P4H8 12024217 Diguanylate cyclase activity Not Available
25
Aggregatibacter Hydrolase activity, acting on
1619 Biofilm PGA synthesis lipoprotein PgaB actinomycetemcomitans HOKC42 - 22328766 carbon-nitrogen (but not peptide) Not Available
RhAA1 bonds
1620 Surface composition regulator Cronobacter condimenti 1330 K8ACP6 - 23166675 Not Available Not Available
Strain ATCC 33913 /
P Xanthomonas campestris pv. | DSM 3586 / NCPPB - Diguanylate cyclase activity, .
1621 Sensor histidinekinase campestris 528 / LMG 568 / P Q8PAN4 12024217 Kinase activity Not Available
25
Strain ATCC 33913 /
L i . Xanthomonas campestris pv. | DSM 3586 / NCPPB - . - .
1622 GGDEF domain-containing protein campestris 528 / LMG 568 / P Q8PDD3 12024217 Diguanylate cyclase activity Not Available
25
Strain ATCC BAA-921
1623 Uncharacterized protein Sulfuricurvum kujiense / DSM 16994 / JCM E4U029 - 22675602 Not Available Not Available
11577 | YK-1
1624 Biofilm formation protein Bacillus licheniformis CG-B52 T5HTA9 - 27174263 Not Available Not Available
1625 Type |l toxin-antitoxin system MgsR family toxin Sinorhizobium terangae AOABN7LAM3 - 23425606 Not Available Not Available
Strain ATCC 33913 /
T Xanthomonas campestris pv. | DSM 3586 / NCPPB _ Diguanylate cyclase activity, .
1626 Sensor histidinekinase campestris 528 / LMG 568 / P Q8PB32 12024217 Kinase activity Not Available
25
Strain ATCC 33913 /
1627 GGDEF domain-containing protein Xanthomonas campestris pv. | DSM 3586 | NCPPB Q8PAN6 - 12024217 Diguanylate cyclase activity Not Available

campestris

528 / LMG 568 / P
25
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Strain ATCC 33913 /
. . Xanthomonas campestris pv. | DSM 3586 / NCPPB _ " " .
1628 GGDEF family protein campestris 528 / LMG 568 / P Q8P9F2 12024217 Diguanylate cyclase activity Not Available
25
Strain ATCC BAA-921 Hydrolase activity, acting on
1629 Polysaccharide deacetylase Sulfuricurvum kujiense / DSM 16994 / JCM E4U031 - 22675602 carbon-nitrogen (but not peptide) Not Available
11577 / YK bonds
Strain ATCC 33913 /
L i . Xanthomonas campestris pv. | DSM 3586 / NCPPB _ . L .
1630 GGDEF domain-containing protein campestris 528 / LMG 568 / P Q8P502 12024217 Diguanylate cyclase activity Not Available
25
1631 Uncharacterized protein Methylotenera versatilis Strain 301 D7DJ79 - 21622745 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . _ Acetyl glucosaminyl transferase .
1632 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Methylotenera versatilis Strain 301 D7DK50 21622745 activity Not Available
Hydrolase activity, acting on
1633 Polysaccharide deacetylase Methylotenera versatilis Strain 301 D7DJ81 - 21622745 carbon-nitrogen (but not peptide) Not Available
bonds
Strain ATCC 33913 /
. . Xanthomonas campestris pv. | DSM 3586 / NCPPB _ " " .
1634 GGDEF family protein campestris 528 / LMG 568 / P Q8P528 12024217 Diguanylate cyclase activity Not Available
25
: . Anaeromyxobacter spp. _ . .
1635 Uncharacterized protein RBG 16 69 14 AOA1F3C6Q7 27774985 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
1636 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Pseudomonas brassicacearum Strain NFM421 F2KD33 21515771 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
1637 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia spp. ESNIH1 A0A2S4QVZ5 - 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
1638 Type Il toxin-antitoxin system MqsR family toxin | Verrucomicrobiales bacterium AOA354TEC8 - 30148503 Not Available Not Available
N . Candidatus Rokubacteria . .
1639 Uncharacterized protein bacterium GWC2 70 16 AOA1TF7LKG1 - 27774985 Not Available Not Available
1640 Poly-beta-1, 6-N-acetyl-D-glucosamine Clostridium spp. AOATXTXZA3 - 32123542 Not Available Not Available
biosynthesis protein PgaD
Hydrolase activity, acting on
1641 NodB homology domain-containing protein Geoalkalibacter subterraneus AOAOB5FGS1 - 25767222 carbon-nitrogen (but not peptide) Not Available
bonds
Klebsiella pneumoniae
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase subspp. pneumoniae DSM _ Acetyl glucosaminyl transferase .
1642 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) | 30104 = JCM 1662 = NBRC J2xCJe 23012294 activity Not Available
14940
g PIPIN e . ~ Hydrolase activity, acting on
1643 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lysobacter capsici AOAOS2FSL6 - 26597042 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
1644 Uncharacterized protein Geoalkalibacter subterraneus AOAOB5FT76 - 25767222 Not Available Not Available
1645 Poly-beta-1, 6-N-acetyl-D-glucosamine Lysobacter capsici AOAOS2FSG4 - 26597042 Not Available Not Available
biosynthesis protein PgaD
1646 Uncharacterized protein Romboutsia maritimum A0A3711Q26 - 29025937 Not Available Not Available
1647 Type Il toxin-antitoxin system MqsR family toxin Dehalococcoidia bacterium AOA7X7GXM7 - 32123542 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1648 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lysobacter capsici AOA0S2FSU4 26597042 activity Not Available
1649 | Poly-beta-t, 6-N-acetyl-D-glucosamine synthase | oo yaiinacter subterraneus AOAOBSFUS? - 25767222 Acetyl glucosaminy! transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) activity
1650 Surface composition regulator Serratia inhibens PRI-2C AOA1B1KT89 - 22815440 Not Available Not Available
1651 Uncharacterized protein Strain Marsaille Minibacterium J3G480 - 23045501 Not Available Not Available
Strain Marseille Hydrolase activity, acting on
1652 Hemin storage protein Janthinobacterium spp. Minibacterium ABT1E1 - 17722982 carbon-nitrogen (but not peptide) Not Available
masiliensis bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . N Acetyl glucosaminyl transferase .
1653 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Janthinobacterium spp. v A6T1E0 17722982 activity Not Available
1654 Uncharacterized protein Dehalococcoidia bacterium AOA7C2WC69 - 32372496 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1655 Poly-beta-1, 6-N-acetyl-D-glucosamine N Proteobacteria bacterium AOAGH912Q0 -~ 31478060 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
sulgse;i):i’;aeﬁ ;eoiﬂinggM Hydrolase activity, acting on
1656 Outer membrane N-deacetylase 30104 = JCM 1662 = NBRC J2DQs3 - 23012294 carbon-nitrogen (but not peptide) Not Available
bonds
14940
1657 Poly-beta-1, 6-N-acetyl-D-glucosamine Proteobacteria bacterium AOABHOICA2 -~ 31478060 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase N . _ Acetyl glucosaminyl transferase .
1658 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Proteobacteria bacterium AOABHIIFG5 31478060 activity Not Available
Strain Marseille
1659 Uncharacterized conserved protein Janthinobacterium spp. Minibacterium ABT1D9 - 17722982 Not Available Not Available
masiliensis
Actinobacill Hydrolase activity, acting on
1660 Biofilm PGA synthesis lipoprotein PgaB ctinobacillus Str. D13039 EOF777 - 20802045 carbon-nitrogen (but not peptide) Not Available
pleuropneumoniae serovar 10 bonds
1661 Biofilm PGA synthesis auxiliary protein PgaD Burkholderia pyrrocinia PS:\;‘[‘:;’;?;ZHS AOAOG3WZX8 - 26150017 Not Available Not Available
Pseudomonas Hydrolase activity, acting on
1662 Hemin storage protein Burkholderia pyrrocinia pyrrocinia AOA0G3X357 - 26150017 carbon-nitrogen (but not peptide) Not Available
bonds
1663 Uncharacterized protein Tistrella mobilis Strain KA081020-065 13TVX0 - 22458477 Not Available Not Available
. . . . Strain JCM 16667 / . .
1664 Uncharacterized protein Acinetobacter oleivorans KCTC 23045 / DR1 D8JE02 - 20639327 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
1665 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Deltaproteobacteria bacterium AOA7V3KXN3 31911466 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . _ Acetyl glucosaminyl transferase .
1666 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Shigella flexneri serotype 5b Strain 8401 Q0T614 16822325 activity Not Available
1667 Poly-beta-1, 6-N-acetyl-D-glucosamine Deltaproteobacteria bacterium AOATX6PVST - 32123542 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
1668 Poly-beta-1, 6-N-acetyl-D-glucosamine N Deltaproteobacteria bacterium AOA7V3NYI2 -~ 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1669 Uncharacterized protein Shigella flexneri serotype 5b Strain 8401 Q0T615 - 16822325 Not Available Not Available
1670 Uncharacterized protein Deltaproteobacteria bacterium AOA7V0OQIM4 - 31911466 Not Available Not Available
1671 Type Il toxin-antitoxin system MqsR family toxin | Thermodesulfatator atlanticus AOA7V5NYKO - 31911466 Not Available Not Available
Pseud f Hydrolase activity, acting on
1672 Outer membrane N-deacetylase seudomonas Tuorescens AOAOA1Z5R3 - 23887909 carbon-nitrogen (but not peptide) Not Available
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Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas fluorescens - Acetyl glucosaminyl transferase .
1673 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) LMG 5329 ADAOA1ZSD1 23887909 activity Not Available
1674 Biofilm PGA synthesis protein PgaD Pse"d"’m’gzg’gg’ escens AOAOA1ZOY2 - 23887909 Not Available Not Available
g 4 BN e . ~ Hydrolase activity, acting on
1675 Poly-beta-1, 6-N-acetyl-D-glucosamine N Deltaproteobacteria bacterium AOA7V0JQB6 - 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g 4 BN e . ~ Hydrolase activity, acting on
1676 Poly-beta-1, 6-N-acetyl-D-glucosamine N Deltaproteobacteria bacterium AOATXBPV65 - 32123542 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
1677 Surface composition regulator Salmonella .enterfca subspp. | WandSworth Str. A4- G5SH05 - 21859443 Not Available Not Available
enterica serovar 580
1678 Motility quorum-sensing regulator MgsR F’seudoTlc\zfgzgggrescens AOAOATYWG5 - 23887909 Not Available Not Available
1679 Uncharacterized protein Co’”"fa”r’lf,f;zgac"”“s AOA4V3A398 - 30830251 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
1680 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Deltaproteobacteria bacterium AOA7VOJR38 31911466 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
1681 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Deltaproteobacteria bacterium AOA7C1B4X9 31911466 activity Not Available
Pseudomonas
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L maltophilia N Acetyl glucosaminyl transferase .
1682 (Poly-beta-1, 6-GIoNAC synthase) (EC 2.4.1.-) Stenotrophomonas maltophilia Xanthomonas AOA7Z1RIE6 29170656 activity Not Available
maltophilia
Salmonella enterica subspp.
1683 Surface composition regulator enterica serovar Rubislaw str. G5QPX3 - 21859443 Not Available Not Available
A4-653
Pseudomonas
1684 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas maltophilia maltophilia AOA7ZIRIYS - 29170656 Not Available Not Available
biosynthesis protein PgaD Xanthomonas
maltophilia
1685 Poly-beta-1, 6-N-acetyl-D-glucosamine Deltaproteobacteria bacterium AOA7C1BIY6 -~ 31911466 Not Available Not Available
biosynthesis protein PgaD
1686 Uncharacterized protein Polaromona spp. Strain ‘éSAis_golo ATCC Q11297 - 18723656 Not Available Not Available
Pseudomonas
1687 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas maltophilia maltophilia AOA2Y9UBGY - 29170656 Not Available Not Available
biosynthesis protein PgaD Xanthomonas
maltophilia
Pseudomonas Hydrolase activity, acting on
1688 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | g0 00 homonas maltophilia maltophilia AOA7Z1RJ06 - 29170656 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB Xanthomonas bonds
maltophilia
1689 Poly-beta-1, 6-N-acetyl-D-glucosamine Chromobacterium spp. AOA2TENK43 - 29670144 Not Available Not Available
biosynthesis protein PgaD Panama
g 4 BN e . ~ Hydrolase activity, acting on
1690 Poly-beta-1, 6-N-acetyl-D-glucosamine N Deltaproteobacteria bacterium AOA7C1B8GO - 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1691 Type Il toxin-antitoxin system MgsR family toxin | Deltaproteobacteria bacterium AOA3A5ARM9 - 28644444 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - . : Strain CB9615 / _ Acetyl glucosaminyl transferase .
1692 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) | E5Cherichia coll 055:H7 EPEC psapze 20090843 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Chromobacterium spp. _ Acetyl glucosaminyl transferase .
1693 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) Panama AOAZTSNGPS 20670144 activity Not Available
g 1 6N Y . _ . Hydrolase activity, acting on
1694 Poly-beta-1, 6-N-acetyl-D-glucosamine N Chromobacterium spp. AOA2T5NK52 - 29670144 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB Panama bonds
1695 Biofilm PGA synthesis protein pgaD Escherichia coli 055:H7 S”a'”EgE%ms ! D3QPZ5 - 20090843 Not Available Not Available
1696 Surface composition regulator Escherichia coli 055:H7 StrainE(FD,EQCMS / D3QRz4 - 20090843 Not Available Not Available
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM . o .
1697 BII4347 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89M46 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM " . .
1698 BII7340 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89DU8 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM " . .
1699 BIr2401 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89SJ9 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM . o .
1700 BII3041 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89QT3 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
Strain ICC168
1701 Surface composition regulator Citrobacter rodentium Citrobacter freundii D2TRP2 - 19897651 Not Available Not Available
biotype 4280
Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. . . "
1702 biosynthesis protein PgaD SAU1T4A nalMid 5 AOA3S7KI35 29765358 Not Available Not Available
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM . . .
1703 BIr0624 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89WQ4 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM " o .
1704 BII1362 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89UP9 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM . . .
1705 BII2326 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89884 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. _ . .
1706 biosynthesis protein PgaD SAU1T4A nalMid 5 AOA3S7KGX6 29765358 Not Available Not Available
Strain JCM 10833 /
. P ’ . BCRC 13528 / IAM . . .
1707 BII4961 protein Bradyrhizobium diazoefficiens 13628 / NBRC 14792 Q89KE6 - 12597275 Diguanylate cyclase activity Not Available
/ USDA 110
i . Gallionellales bacterium y y
1708 Motility quorum-sensing regulator MgsR RIFCSPLOWO?2 02 58 13 AOA1GODUP1 - 27774985 Not Available Not Available
1709 Poly-beta-1, 6-N-acetyl-D-glucosamine Xenorhabdus spp. KJ12.1 AOA2DOLAT? -~ 28993611 Not Available Not Available
biosynthesis protein PgaD
1710 Uncharacterized protein Gallionellales bacterium AOA1GODV73 - 27774985 Not Available Not Available

RIFCSPLOWO2 02 58 13




Classification as per UniProt

Classification of

Target ID Bacterial Protein Name Organism Name Strain UniProt ID PDB ID PubMed ID GO Molecular Function Function as per PDB
Pseudomonas Hydrolase activity, acting on
1711 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | g1o161r0phomonas mattophilia malophilia AOA2J0SHH4 - 29170656 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB Xanthomonas bonds
maltophilia
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
1712 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Xenorhabdus spp. KJ12.1 AOA2DOLAEO 28993611 activity Not Available
Pseudomonas
1713 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas maltophilia maltophilia A0A2J0TWJ3 - 29170656 Not Available Not Available
biosynthesis protein PgaD Xanthomonas
maltophilia
Pseudomonas Hydrolase activity, acting on
1714 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | g1o161r0phomonas maltophilia malophilia AOA2JOTWJ1 - 29170656 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB Xanthomonas bonds
maltophilia
Pseudomonas Hydrolase activity, acting on
1715 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | g1o161r0phomonas mattophilia malophilia AOA2JOUEW1 - 29170656 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB Xanthomonas bonds
maltophilia
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas fluorescens _ Acetyl glucosaminyl transferase .
e (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) Q8r1-96 4L1Ad 22792073 activity Not Available
1717 Surface composition regulator Salmonella enterica subspp. 42:r- AOA731NDC1 - 30286803 Not Available Not Available
salamae serovar
1718 Acyl»homoserlpe-lactone synth.ase (EQ 2.3.1.184) Serratia plymuthica C4PDX0 _ 21284858 N-acyl homosenng !actone Not Available
(Autoinducer synthesis protein) synthase activity
1719 SpIR Serratia plymuthica C4PDW8 - 21284858 DNA binding Not Available
1720 Surface composition regulator Salmoneila enterica subspp. 21:z4, z23:- AO0A752IW31 - 30286803 Not Available Not Available
houtenae serovar
1721 IcaA (Fragment) Staphylococcus saprophyticus Q83ZH7 - 12957956 Not Available Not Available
Strain LT2 /
1722 Putative transporter protein Salmonella typhimurium SGSC1412 /| ATCC Q8RSN8 - 11260463; 11929533 Not Available Not Available
700720
1723 Acyl»homoserlpe-lactone synth.ase (EQ 2.3.1.184) Serratia plymuthica C4PDWT _ 21284858 N-acyl homosenng !actone Not Available
(Autoinducer synthesis protein) synthase activity
Strain ATCC BAA-588
. . o / NCTC 13252 / . .
1724 Uncharacterized protein Bordetella bronchiseptica " AOAQH3LPJ8 - 12910271 Not Available Not Available
RB50 Alcaligenes
bronchisepticus
1725 Surface composition regulator Salmonella .enter/ca subspp. Duisburg AOA5X0EQI5 - 30286803 Not Available Not Available
enterica serovar
1726 Surface composition regulator Salmonella typhisuis AOA735MWU7 - 30286803 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1727 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Staphylococcus lugdunensis A8DN18 17635864 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas synxantha . Acetyl glucosaminyl transferase .
1728 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) BG33R 14KxUs 22792073 activity Not Available
1729 Surface composition regulator Salmom?/la enterica subspp. 18:z4, z32:- AOA737EZC4 - 30286803 Not Available Not Available
arizonae serovar
1730 Uncharacterized protein Yersinia enterocolitica TpreE?fg /2;23“' AOA7U7FJ92 - 24753568 Not Available Not Available
1731 Surface composition regulator Salmonella .enterfca subspp. Decatur AOABVIXHS2 - 30286803 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Xanthomonas hortorum pv. _ Acetyl glucosaminyl transferase .
1782 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) carotae Str. M08t V7ZDus 21722296 activity Not Available
1733 Surface composition regulator Salmom?/la enterica subspp. 48:z4, z24:- AOA738XIB5 - 30286803 Not Available Not Available
arizonae serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " Type O:5, 27 Str. - Acetyl glucosaminyl transferase .
1734 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Yersinia enterocolitica YE149 /02 AOA7U7IS30 24753568 activity Not Available
Type O:5. 27 Str Hydrolase activity, acting on
1735 Haemin storage system, HmsF protein Yersinia enterocolitica prE‘];‘g’ 102 . AOA7U7FN73 - 24753568 carbon-nitrogen (but not peptide) Not Available
bonds
1736 Al-2E family transporter Derxia gummosa DSM 723 AOA8B6XBG3 - 16385049; 20559013 Not Available Not Available
Xanth hort Hydrolase activity, acting on
1737 HmsF protein an 0’""0”;2 ta‘; orum pv. Str. M081 V7ZCSt - 21722296 carbon-nitrogen (but not peptide) Not Available
bonds
1738 Surface composition regulator Salmoneila enterica subspp. 18:236, z38:- AOA729K7U1 - 30286803 Not Available Not Available
houtenae serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " Type O:3 Str. YE12/ - Acetyl glucosaminyl transferase .
1739 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Yersinia enterocolitica 03 AOA7U7IUF3 24753568 activity Not Available
1740 Uncharacterized protein uncultured bacterium K1YAI8 - 23019650 Not Available Not Available
Type O:3 Str. YE12/ Hydrolase activity, acting on
1741 Haemin storage system, HmsF protein Yersinia enterocolitica ype O 03 ) ADA7U7ITX8 - 24753568 carbon-nitrogen (but not peptide) Not Available
bonds
Pseud th Hydrolase activity, acting on
1742 |Biofilm PGA synthesis lipoprotein PgaB (EC 3.-.--)| ' >°! "”’gg‘zssgy"xa" a 14KSD4 - 22792073 carbon-nitrogen (but not peptide) Not Available
bonds
1743 Haemin storage system, HmsS protein Yersinia enterocolitica Type 0:3033"' Y12/ AOA7U7IUU3 - 24753568 Not Available Not Available
1744 Surface composition regulator Yersinia enterocolitica Type O3 Str. YE12/ | \a7u71TX3 - 24753568 DNA binding, DNA-directed DNA Not Available
03 polymerase activity
1745 Surface composition regulator Salmonella enterica subspp. 42:b:1,5 AO0A7371X99 - 30286803 Not Available Not Available
salamae serovar
S-ribosylhomocysteine lyase (EC 4.4.1.21) (Al-2 Iron ion binding, S-
1746 synthesis protein) (Autoinducer-2 production Eikenella corrodens Q1HAV9 - 17027872 ribosylhomocysteine lyase Not Available
protein LuxS) activity
1747 Putative biofilm PGA synthesis protein PgaD Pse"dom;g";;;y""a"ma 14KVN4 - 22792073 Not Available Not Available
1748 Motility quorum-sensing regulator uncultured bacterium K1YWV6 - 23019650 Not Available Not Available
1749 Surface composition regulator Salmonella .enter/ca subspp. Saintpaul A0A1S0ZD14 - 30286803 Not Available Not Available
enterica serovar
1750 Uncharacterized protein Yersinia enterocolitica Type O:aoss"' YE121 | poatu7FVer - 24753568 Not Available Not Available
1751 Surface composition regulator Salmonella muenchen AOA3T3ENA5 - 30286803; 30902850 Not Available Not Available
1752 Surface composition regulator Salmonella .enter/ca subspp. Cerro AOA2T9QB58 - 30286803; 31527278 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1753 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fluorescens AOAONOWUK7 29769716 activity Not Available
1754 Surface composition regulator Salmonella .enter/ca subspp. Carrau AOA752RN04 - 30286803 Not Available Not Available
enterica serovar
1755 PpuA (Fragment) Pseudomonas putida . Arthrobacter Q3Y8H5 - 16585751 Not Available Not Available
siderocapsulatus
1756 PsoB Pseudomonas putida _ Arthrobacter ABMN37 -~ 16585751; 18599835 Catalytic activity, Not Available
siderocapsulatus phosphopantetheine binding
1757 IcaA (Fragment) Staphylococcus epidermidis Q83zH6 - 12957956 Not Available Not Available
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1758 Surface composition regulator Salmonella .enterfca subspp. Abortusovis AOAT738AI74 - 30286803 Not Available Not Available
enterica serovar
Hydrolase activity, acting on
1759 NodB homology domain-containing protein Escherichia coli C3TEU7 - 19439656 carbon-nitrogen (but not peptide) Not Available
bonds
1760 IcaA (Fragment) Macrococcus caseolyticus Q83zI3 - 12957956 Not Available Not Available
1761 Surface composition regulator Salmone(//a”ir;trir‘iz;f subspp- 40:z4, z24:[z39] AOA731XYY4 - 30286803 Not Available Not Available
1762 Fimbrial protein FimH (Fragment) Escherichia coli AOA075Q3Y2 - 25012525 Not Available Not Available
1763 PsoC Pseudomonas putida  Arthrobacter ABMN38 -~ 16585751; 18599835 Catalytic activity, Not Available
siderocapsulatus phosphopantetheine binding
1764 MacA Pseudomonas putida Arthrobacter ABMN39 - 16585751; 18599835 | | ansmembrane transporter Not Available
siderocapsulatus activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L N Acetyl glucosaminyl transferase .
1765 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Ralstonia syzygii R24 G3A8J6 21931687 activity Not Available
1766 Surface composition regulator Salmonella .enter/ca subspp. Sendai AOA737RJS4 - 30286803 Not Available Not Available
enterica serovar
1767 HmsS Xenorhabdus nematophila Achromobacter B3GN24 - 18515487 Not Available Not Available
nematophilus
1768 Fimbrial protein FimF (Fragment) Escherichia coli A0A075QDV6 - 25012525 Not Available Not Available
1769 Uncharacterized protein Escherichia coli C3TEV7 - 19439656 Not Available Not Available
1770 Fimbrial protein FimG Escherichia coli A0A075Q6V7 - 25012525 Not Available Not Available
Achromobacter Hydrolase activity, acting on
1771 HmsF Xenorhabdus nematophila . B3GN22 - 18515487 carbon-nitrogen (but not peptide) Not Available
nematophilus bonds
1772 Surface composition regulator Salmonella enterica subspp. 42:f, g, ti- AOA737HCWS8 - 30286803 Not Available Not Available
salamae serovar
Hydrolase activity, acting on
1773 NodB homology domain-containing protein Escherichia coli C3TEU8 - 19439656 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . _ Acetyl glucosaminyl transferase .
1774 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Escherichia coli AOABD1ART7 16943019 activity Not Available
Hydrolase activity, acting on
1775 Uncharacterized protein Escherichia coli C3TEVO - 19439656 carbon-nitrogen (but not peptide) Not Available
bonds
1776 Surface composition regulator Escherichia coli AOA7A2XRI7 - 30286803 Not Available Not Available
1777 LuxR-like protein Pseudomonas putida Arthrobacter ABMN41 - 16585751; 18599835 DNA binding Not Available
siderocapsulatus
1778 Ribosome maturation factor RimP Bacillus cereus AOA063CC81 - 25301660 Not Available Not Available
S-ribosylhomocysteine lyase (EC 4.4.1.21) (Al-2 Iron ion binding, S-
1779 synthesis protein) (Autoinducer-2 production Bacillus cereus AOA063CL35 - 25301660 ribosylhomocysteine lyase Not Available
protein LuxS) activity
1780 Surface composition regulator Pectobacterium parmentieri AOAQH3I8L4 - 23045508; 30326842 | DNVA Pinding, DNA-directed DNA| ¢ pgilabie
polymerase activity
S-ribosylnomocysteine lyase (EC 4.4.1.21) (Al-2 Iron ion binding, S-
1781 synthesis protein) (Autoinducer-2 production Edwardsiella tarda Strain EIB202 C5IWN6 - 19283379; 19865481 ribosylhomocysteine lyase Not Available
protein LuxS) activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - _ ) Acetyl glucosaminyl transferase .
1782 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pectobacterium parmentieri AOAQH3ICJ6 23045508; 30326842 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase activity, acting on
1783 deacetylase (Poly-beta-1, 6-N-acetyl-D- Pseudomonas panacis AOA5M9I3H1 - 32587583 carbon-nitrogen (but not peptide) Not Available
glucosamine N-deacetylase PgaB) (EC 3.5.1.-) bonds
1784 Motility quorum-sensing regulator MgsR Pseudomonas fluorescens AOAONSWTK9 - 29769716 Not Available Not Available
1785 Ribosome maturation factor RimM Bacillus cereus AOA063CCA6 - 25301660 ribosome binding Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ 26048971; 32562543; | Acetyl glucosaminyl transferase .
1786 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.) |  Staphylococeus aureus wetaaz 33052025 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . o _ Acetyl glucosaminyl transferase .
1787 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Trabulsiella odontotermitis AOAOLOH1H9 26162887 activity Not Available
. . Yersinia enterocolitica Strain NCTC 13174 / . .
1788 Haemin storage system, HmsS protein serotype 08 / biotype 18 8081 A1JS92 - 17173484 Not Available Not Available
1789 Poly-beta-1, 6-N-acetyl-D-glucosamine Lentisphaeria bacterium AOA3D1KDG4 - 30148503 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . Strain ATCC 33305 / _ Acetyl glucosaminyl transferase .
1790 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baylyi BD413 / ADP1 QBFDDS 18514110 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Candidatus Muproteobacteria _ Acetyl glucosaminyl transferase .
1791 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) | bacterium RBG_16_62 13 AOATFETB56 27774985 activity Not Available
Gallionellales bacterium
1792 Motility quorum-sensing regulator MgsR RIFCSPLOWO2_12_FULL_59 AOA1GOEM28 - 27774985 Not Available Not Available
_22
Hydrolase activity, acting on
1793 Outer membrane N-deacetylase Trabulsiella odontotermitis AOAOLOH2S7 - 26162887 carbon-nitrogen (but not peptide) Not Available
bonds
. o . Hydrolase activity, acting on
1794 Haemin storage system, HmsF protein versinia «lenteru_cohtlca Strain NCTC 13174 / A1JSA0 - 17173484 carbon-nitrogen (but not peptide) Not Available
serotype O:8 / biotype 1B 8081 bonds
1795 Hemin storage protein Trabulsiella odontotermitis AOAOLOH272 - 26162887 Not Available Not Available
1796 Surface composition regulator Trabulsiella odontotermitis AOAOLOGTT1 - 26162887 Not Available Not Available
Gallionellales bacterium
1797 Uncharacterized protein RIFCSPLOWO2_12_FULL_59 AOA1GOEIH8 - 27774985 Not Available Not Available
_22
1798 Poly-beta-1, 6-N-acetyl-D-glucosamine N- Lentisphaeria bacterium AOA3526 -~ 30148503 Not Available Not Available
deacetylase PgaB
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . ) . - . .
1799 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lentisphaeria bacterium AO0A3525 30148503 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1800 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lentisphaeria bacterium AOA3D1KEAT7 -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1801 Poly-beta-1, 6-N-acetyl-D-glucosamine Lentisphaeria bacterium AOA3524 -~ 30148503 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . ) . - Acetyl glucosaminyl transferase .
1802 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lentisphaeria bacterium AOA3D1KDU7 30148503 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Chromobacterium - Acetyl glucosaminyl transferase .
1803 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) haemolyticum ADA2TSP4DO 20670144 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . - Acetyl glucosaminyl transferase .
1804 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Actinobacillus suis H91-0380 KOGD63 23144422 activity Not Available
Hydrolase activity, acting on
1805 Biofilm PGA synthesis lipoprotein PgaB Actinobacillus suis H91-0380 KOG5L0 - 23144422 carbon-nitrogen (but not peptide) Not Available
bonds
1806 Putative inner membrane protein associated with Escherichia coli O7:K1 Strain IAI39 / EXPEC | AOAOH3MI95 -~ 19165319 Not Available Not Available
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Strain DSM 17343 /
BCRC 17206 / CCUG
. . o . . 44338 / CIP 107171 / . §
1807 Uncharacterized protein Cupriavidus taiwanensis LMG 19424 | R1 B2AGD9 - 18490699 Not Available Not Available
Ralstonia taiwanensis
strain LMG 19424
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L A . - Acetyl glucosaminyl transferase .
1808 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli O7:K1 Strain IAI39 / EXPEC | AOAOH3MLZ7 19165319 activity Not Available
1809 Surface composition regulator Yersinia enteropolitica Strain NCTC 13174 / A1JPD4 _ 17173484 DNA binding, DNA»dir_ec_ted DNA Not Available
serotype O:8 / biotype 1B 8081 polymerase activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Ralstonia solanaarum - Acetyl glucosaminyl transferase .
1810 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) CFBP2957 D8P2G4 20550686 activity Not Available
. . . . Hydrolase activity, acting on
Putative polysaccharide deacetylase associated Ralstonia solanaarum _ L . .
1811 with biofilm formation putative lipoprotein (PgaB) CEBP2957 D8P2G3 20550686 carbon nltroggrl;rfs:t not peptide) Not Available
1812 Uncharacterized protein Azospirillum lipoferum Strain 4B G7Z9K0 - 22216014 Not Available Not Available
Strain ATCC 17749 /
Putative intercellular adhesion protein A (Biofilm DSM2171 / NBRC
1813 formation) P Vibrio alginolyticus 15630 / NCIMB 1903 | AOA2I3C1P9 - 25635021 Not Available Not Available
/ NCTC 12160 / XII-
53
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _— . - Acetyl glucosaminyl transferase .
1814 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Firmicutes bacterium AOA350X1A8 30148503 activity Not Available
1815 Uncharacterized protein Firmicutes bacterium AO0A3D5Z757 - 30148503 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Xanthomonas oryzae pv. . - Acetyl glucosaminyl transferase .
1816 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) oryzae Strain PXO99A AOAOKOGHM1 18452608 activity Not Available
1817 Uncharacterized protein Xa”'““’"g:’f;g’yzae pv- Strain PXO99A | ADAOKOGHA3 - 18452608 Not Available Not Available
1818 Uncharacterized protein Firmicutes bacterium AO0A3B8K032 - 30148503 Not Available Not Available
1819 ABC transporter substrate-binding protein Enterobacter asburiae AOAOF3XQA0 - 27284137 Not Available Not Available
1820 Biofilm PGA synthesis protein PgaD Escherichia coli 09:H4 Strain Hs AO0A7I6GYH4 - 18676672 Not Available Not Available
. - : Lentilactobacillus kisonensis . .
1821 Toxin-antitoxin system, toxin component DSM 19906 = JCM 15041 AOAORTNQW4 - 26415554 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L o . _ Acetyl glucosaminyl transferase .
1822 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli 09:H4 Strain Hs AOA7I6HOP8 18676672 activity Not Available
1823 Uncharacterized protein Escherichia coli 09:H4 Strain Hs AO0A7I6H8P9 - 18676672 Not Available Not Available
Hydrolase activity, acting on
1824 Outer membrane N-deacetylase Enterobacter asburiae AOA143I3T0 - 27284137 carbon-nitrogen (but not peptide) Not Available
bonds
1825 Poly-beta-1, 6-N-acetyl-D-glucosamine Firmicutes bacterium AOA350X1A9 - 30148503 Not Available Not Available
biosynthesis protein PgaD
1826 Uncharacterized protein Xanthomonadaceae bacterium AOA3COHHE3 - 30148503 Not Available Not Available
1827 Poly-beta-1, 6-N-acetyl-D-glucosamine Xanthomonadaceae bacterium AOA354YBSO - 30148503 Not Available Not Available
biosynthesis protein PgaD (Fragment)
N 4 AN . . ~ Hydrolase activity, acting on
1828 Poly-beta-1, 6-N-acetyl-D-glucosamine N Xanthomonadaceae bacterium AOA354YET7 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1829 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Xanthomonadaceae bacterium AO0A354YDH4 30148503 activity Not Available
Hydrolase activity, acting on
1830 Biofilm PGA synthesis lipoprotein pgaB (EC 3.-.-.-) Escherichia coli 09:H4 Strain Hs AOA7I6H1T4 - 18676672 carbon-nitrogen (but not peptide) Not Available
bonds
1831 Surface composition regulator Cronobacter sakazakii 701 K8CP83 - 23166675 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1832 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobacter asburiae AO0A1431312 27284137 activity Not Available
1833 Uncharacterized protein Pusillimona spp. Strain T7-7 F4GTJ2 - 21622753 Not Available Not Available
1834 Motility quorum-sensing regulator MgsR Betapr(;tggba%egz b;:tenum AOA1 F23WWN - 27774985 Not Available Not Available
1835 Uncharacterized protein Ra!;nell; S;p. Strain Y9602 AOAOH3FP36 - 22461551 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . g _ Acetyl glucosaminyl transferase .
1836 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pusillimona spp. Strain T7-7 F4GTJ1 21622753 activity Not Available
Hydrolase activity, acting on
1837 Polysaccharide deacetylase Pusillimona spp. Strain T7-7 F4AGTJO - 21622753 carbon-nitrogen (but not peptide) Not Available
bonds
1838 Type |l toxin-antitoxin system MgsR family toxin Firmicutes bacterium AO0A7C7D9P2 - 32123542 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase |Xanthomonadaceae bacterium - Acetyl glucosaminyl transferase .
1839 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) SCN 69-123 AOATE4L167 26031303 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acetyl glucosaminyl transferase
1840 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) | Alphaproteobacteria bacterium AOA537MT94 - 31110364 V9 activity Not Available
(Fragment) y
1841 Surface composition regulator Salmonella enterica subspp. | 6,14, 25210:1,2,7 | y/4p600 - 24158624 Not Available Not Available
indica serovar Str. 1121
N 4 AN . . ~ Hydrolase activity, acting on
1842 Poly-beta-1, 6-N-acetyl-D-glucosamine N Chromatiales bacterium AOA7CIWNCO - 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acetyl glucosaminyl transferase
1843 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Chromatiales bacterium AOATC2AD10 - 31911466 V9 acﬁvity Not Available
(Fragment) y
1844 Response receiver-modulated diguanylate cyclase| Geobacter sulfurreducens Sgg’a ?;1(:23 5/1 SPZ:BA/ Q746Z1 - 14671304 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Xanthomonas gardneri ATCC - Acetyl glucosaminyl transferase .
1845 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) 19865 Foccme 21396108 activity Not Available
. . Strain ATCC 51573 / " - .
1846 Response receiver-modulated diguanylate cyclase| Geobacter sulfurreducens DSM 12127 / PCA Q74AN9 - 14671304 Diguanylate cyclase activity Not Available
Sensor diguanylate cyclase, GAF domain- Strain ATCC 51573 / _ " o .
1847 containing Geobacter sulfurreducens DSM 12127 / PCA Q74ERS 14671304 Diguanylate cyclase activity Not Available
1848 Response receiver-modulated diguanylate cyclase| Geobacter sulfurreducens Sgg’a ?;1(:23 5/1 SPZ:BA/ Q74CL4 - 14671304 Diguanylate cyclase activity Not Available
Sensor diguanylate cyclase, GAF domain- Strain ATCC 51573 / _ " L .
1849 containing Geobacter sulfurreducens DSM 12127 / PCA Q74C06 14671304 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Sporolactobacillus - Acetyl glucosaminyl transferase .
1850 (Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) laevolacticus DSM 442 V6JoL8 24371202 activity Not Available
1851 Surface composition regulator Salmonella enterica subspp. | 6,14, 25210:1,2,7 | /4 gyrg - 24158624 Not Available Not Available
indica serovar Str. 1121
1852 Diguanylate cyclase, HAMP domain-containing Geobacter sulfurreducens Sgg’a ?;1(:23 5/1 SPZ:BA/ Q747B1 - 14671304 Diguanylate cyclase activity Not Available
1853 Diguanylate cyclase, CAP_ED domain-containing Geobacter sulfurreducens Sgga ?;1(:23 5/1 SPZ:BA/ Q74F01 - 14671304 Diguanylate cyclase activity Not Available
. Strain ATCC 51573 / . L .
1854 Diguanylate cyclase Geobacter sulfurreducens DSM 12127 / PCA Q74CW7 - 14671304 Diguanylate cyclase activity Not Available
1855 Uncharacterized protein Xa"”"””"”jzggs’d”e” ATCC FOCCM7 - 21396108 Not Available Not Available
1856 Hemin storage system protein Enterobacter spp. Ag1 J1GD16 - 22965099 Not Available Not Available
1857 Putative transmembrane protein Ralstonia solanacearum M4UJ22 - 23661471 Not Available Not Available
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o : ] . Hydrolase activity, acting on
1g5g  |Biofilm PGA synthesis de)aCe‘y'ase PgaB (EC 3.--. Ra’s"’"’aFé"\’,aZa”a’“’" M4ULZO - 23661471 carbon-nitrogen (but not peptide)|  Not Available
- bonds
. - . Candidatus melainabacteria y y
1859 Toxin-antitoxin system, toxin component bacterium GWE2 37 15 AO0A1F6PUW9 - 27774985 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1860 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobactor spp- Agt JOMOES 22965099 activity Not Available
Hydrolase activity, acting on
1861 Outer membrane N-deacetylase Enterobacter spp. Ag1 J1GD54 - 22965099 carbon-nitrogen (but not peptide) Not Available
bonds
1862 Uncharacterized protein Caldanaerobacter AOA357VJY1 - 30148503 Not Available Not Available
Subterraneus
1863 PleD Synechocystis spp. StraanI:(;quSSm ! P73011 - 8905231 Diguanylate cyclase activity Not Available
1864 Surface composition regulator Salmonella typhimurium Strain AL(}:<368169 ! AOA3Z6P281 - 21622747 Not Available Not Available
1865 S110779 protein Synechocystis spp. StraanI:(;quSSm ! Q55955 - 8905231 Diguanylate cyclase activity Not Available
1866 Regulatory compone:‘:zt::nsensory transduction Synechocystis spp. StrainKI:(;quSSm ! P72790 - 8905231 Diguanylate cyclase activity Not Available
1867 Uncharacterized protein Cupriavidus spp. GA3-3 R7XF68 - 23833131 Not Available Not Available
1868 SIr0302 protein Synechocystis spp. StraanI:(;quSSm ! Q55906 - 8905231 Diguanylate cyclase activity Not Available
1869 SIr0829 protein Synechocystis spp. StraanI:(;quSSm ! Q55414 - 8905231 Diguanylate cyclase activity Not Available
Candidatus Rokubacteria
1870 Uncharacterized protein bacterium AOATF7PI81 - 27774985 Not Available Not Available
RIFCSPLOWO2_12_FULL_71
_19
1871 Poly-beta-1, 6-N-acetyl-D-glucosamine Chromatiales bacterium A0A7C2B5U1 - 31911466 Not Available Not Available
biosynthesis protein PgaD
1872 Regulatory components of sensory transduction Synechocystis spp. Strain PCC 6803 / P73036 - 8905231 Diguanylate cyclase activity Not Available
system Kazusa
" N . . . . Strain ATCC 700396 / . .
1873 Putative bacteriophage related protein Lactobacillus acidophilus NCK56 / N2 / NCFM Q5FJC7 - 15671160 Not Available Not Available
1874 PleD gene product Synechocystis spp. StraanI:(;quSSm ! P74658 - 8905231 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Ralstonia solanacearum - Acetyl glucosaminyl transferase .
1875 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) FQy 4 MaviLs 23661471 activity Not Available
1876 Uncharacterized protein Mammaliicoccus lentus Staphylococcus lentus | AOA178PEY6 - 27375578 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1877 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Achromobacter spp. AONIH1 AO0A2I18DJJ4 29437920 activity Not Available
1878 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter spp. COS3 u7GZ26 - 24356826 Not Available Not Available
biosynthesis protein PgaD
1879 Surface composition regulator Yersinia pseudotuberculosis | g1 1p 31758 | AOAOUTR214 - 17784789 DNA binding, DNA-directed DNA| o Ay zilabie
serotype O:1b polymerase activity
g PIPIN e . ~ Hydrolase activity, acting on
1880 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii Strain MDR-ZJ06 | AOA654L1R9 -~ 21788470 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1881 Putative biofilm PGA synthesis protein PgaD ye’s’""’; ;Z‘f;’::tgzef“’os’s Strain IP 31758 | AOAOU1QUY6 -~ 17784789 Not Available Not Available
1882 Type Il toxin-antitoxin system MqsR family toxin Pseudomonas spp. MPC6 AOA5B7VRQ1 - 31178851; 31089984 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Yersinia pseudotuberculosis . - Acetyl glucosaminyl transferase .
1883 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) serotype O-1b Strain IP 31758 ADAOU1IQVU7 17784789 activity Not Available
g 1 6N hy . _ . N Hydrolase activity, acting on
1884 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | Paraburkholderia phytofirmans AOA160FHAG - 27063562 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB OLGA172 bonds
g 4 BN e . ~ Hydrolase activity, acting on
1885 Poly-beta-1, 6-N-acetyl-D-glucosamine N Serratia marcescens A0A221DT18 -~ 28536292 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
1886 Uncharacterized protein Thioalkalivibrio sulfidiphilus Strain HL-EbGR7 B8GT53 - 21475584 Not Available Not Available
1887 Toxin Desulfobacteraceae bacterium AOA3NSRWQ1 - 30086797 Not Available Not Available
1888 Poly-beta-1, 6-N-acetyl-D-glucosamine Variovorax spp. SCN 67-85 AOA1E4IRH5 -~ 26031303 Not Available Not Available
biosynthesis protein PgaD
1889 Uncharacterized protein Acinetobacter venetianus AOA150HS68 - 26902269 Not Available Not Available
1890 GGDEF domain-containing protein Aquifex aeolicus Strain VF5 066743 - 9537320 Diguanylate cyclase activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1891 Poly-beta-1, 6-N-acetyl-D-glucosamine N Variovorax spp. SCN 67-85 AOA1E4IR53 -~ 26031303 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1892 GGDEF domain-containing protein Aquifex aeolicus Strain VF5 066912 - 9537320 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ) - Acetyl glucosaminyl transferase .
1893 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Variovorax spp. SCN 67-85 AOA1E4IR81 26031303 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase ) - Acetyl glucosaminyl transferase .
1894 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Variovorax spp. CF313 J3CAZS 23045501 activity Not Available
1895 GGDEF domain-containing protein Aquifex aeolicus Strain VF5 066623 - 9537320 Diguanylate cyclase activity Not Available
Hydrolase activity, acting on
1896 Hemin storage protein Thioalkalivibrio sulfidiphilus Strain HL-EbGR7 B8GTH8 - 21475584 carbon-nitrogen (but not peptide) Not Available
bonds
g PIPIN e . ~ Hydrolase activity, acting on
1897 Poly-beta-1, 6-N-acetyl-D-glucosamine N Serratia marcescens AOA7D6C0J8 -~ 21967170 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Strain GMI1000 Hydrolase activity, acting on
1898 Putative hemin storage signal peptide protein Ralstonia solanacearum Pseudomonas Q8XT28 - 11823852 carbon-nitrogen (but not peptide) Not Available
solanacearum bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
1899 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Desulfobacteraceae bacterium AOA3A4RX93 28644444 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1900 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) |~ eudomonas spp. FH1 W2Ds81 24286439 activity Not Available
N . Marine gamma - . y
1901 Uncharacterized protein proteobacterium HTCC2143 AO0YHD9 20601481 Not Available Not Available
1902 Uncharacterized protein Desulfobacteraceae bacterium AOA7C1DMQ6 - 31911466 Not Available Not Available
Strain DSM 2380 /
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L NBRC 103641 / _ Acetyl glucosaminyl transferase .
1903 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Syntrophotalea carbinolica GraBd1 Pseudomonas Q3A0T2 23227809 activity Not Available
solanacearum
Strain DSM 2380 /
1904 PgaD Syntrophotalea carbinolica NBRC 103641 / Q3A0T3 - 23227809 Not Available Not Available

GraBd1 Pseudomonas
solanacearum
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1905 Uncharacterized protein Pseudomonas spp. FH1 W2D7M0 - 24286439 Not Available Not Available
1906 Type Il toxin-antitoxin system MqsR family toxin | ~¥/e/@ f";’sz”‘t’;“)’feis“bs‘"" AOABI2KF74 - 31704683 Not Available Not Available

Hydrolase activity, acting on
1907 Outer membrane N-deacetylase Pseudomonas spp. FH1 W2DUAO - 24286439 carbon-nitrogen (but not peptide) Not Available
bonds
1908 Uncharacterized protein Pseudomonas spp. FH1 W2DSs47 - 24286439 Not Available Not Available
: . Nitrospirae bacterium - . .
1909 Uncharacterized protein RBG 16 64 22 AOA1G1HY41 27774985 Not Available Not Available
Sgg‘;g?g’ggi?o/ ! Hydrolase activity, acting on
1910 Outer membrane polysaccharide N-deacetylase Syntrophotalea carbinolica Q3A0T1 - 23227809 carbon-nitrogen (but not peptide) Not Available
GraBd1 Pseudomonas bonds
solanacearum
" Edwardsiella anguillarum . .
1911 Surface composition regulator 7080813 AOAO76LXT7 - 22590641 Not Available Not Available
1912 Uncharacterized protein Spirochaetae bacterium HGW- AOA2N1ROFO - 28350393 Not Available Not Available
Spirochaetae-9
1913 Uncharacterized protein Pseudomonas spp. GM24 J3FKT9 - 23045501 Not Available Not Available
N . Deltaproteobacteria bacterium - . .
1914 Uncharacterized protein RIFOXYD12 FULL 55 16 AOA1FIMB73 27774985 Not Available Not Available
Strain GMI1000
1915 Probable transmembrane protein Ralstonia solanacearum Pseudomonas Q8XT26 - 11823852 Not Available Not Available
solanacearum
. Pseudomonadales bacterium .
1916 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase RIFCSPLOWO2 12 FULL 59 AOA1G3F5W8 - 27774985 Acetyl glucosan.u.nyl transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) 450 = activity
1917 Surface composition regulator Salmo.ne/la enterica subspp. Str. R8-3668 G5NIA2 - 21859443 Not Available Not Available
enterica serovar Inverness
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Citrobacter freundii complex - Acetyl glucosaminyl transferase .
to18 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) spp. CFNIH9 AOAZIBTHLO 20437920 activity Not Available
g 1 6N hy . _ , - Hydrolase activity, acting on
1919 Poly-beta-1, 6-N-acetyl-D-glucosamine N Gitrobacter freundii complex AOA2I8TH49 - 29437920 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB spp. CFNIH9 bonds
: . Sporolactobacillus - " .
1920 Uncharacterized protein laevolacticus DSM 442 V61298 24371202 Not Available Not Available
Hydrolase activity, acting on
1921 Putative xylanase / chitin deacetylase Xanthomonas gardneri ATCC FOCCM9 - 21396108 carbon-nitrogen (but not peptide) | i Ayailable
19865 bonds, Hydrolase activity, acting
on glycosyl bonds
Nucleotide cyclase, HAMP and GGDEF-related Strain ATCC 51573 / _ . . .
1922 domain-containing Geobacter sulfurreducens DSM 12127 / PCA Q74BT9 14671304 Diguanylate cyclase activity Not Available
1923 Poly-beta-1, 6-N-acetyl-D-glucosamine Gitrobacter freundii complex AOA2ITHCO - 20437920 Not Available Not Available
biosynthesis protein PgaD spp. CFNIH9
1924 Surface composition regulator Serratia spp. 14-2641 AOA1C7TWFU5 - 27547538 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Pseudomonadales bacterium Hydrolase activity, acting on
1925 Y ’ g RIFCSPLOWO2_12_FULL_59 AOA1G3F604 - 27774985 carbon-nitrogen (but not peptide) Not Available
deacetylase — = =
_450 bonds
1926 Surface composition regulator Gitrobacter freundii complex AOA2I8TGS9 - 29437920 Not Available Not Available
spp. CFNIH9
Pseudomonadales bacterium
1927 Motility quorum-sensing regulator MgsR RIFCSPLOWO2_12_FULL_59 AOA1G3FBL9 - 27774985 Not Available Not Available
450
1928 Type Il toxin-antitoxin system MgsR family toxin Mesorhizobium huakuii ADA7G6T3G4 - 32686981 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonadales bacterium
1929 y-beta-1, . b/ 9 RIFCSPLOWO2_12_FULL_59 AOA1G3F5W0 - 27774985 Not Available Not Available
biosynthesis protein PgaD 450 =
1930 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii Strain MDR-ZJ06 | AOAB54L1G9 - 21788470 Not Available Not Available
biosynthesis protein PgaD
1931 Uncharacterized protein Yersinia pseudotuberculosis | g i 1p 31758 | AOAOUTR210 - 17784789 Not Available Not Available
serotype O:1b
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . N Acetyl glucosaminyl transferase .
1932 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter spp. COS3 U7H247 24356826 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - - Acetyl glucosaminyl transferase .
1933 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lysobacter capsici AZ78 A0A125U042 24762937 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1934 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii Strain MDR-ZJ06 | AOAB54KXD6 -~ 21788470 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g PIPIN e . ~ Hydrolase activity, acting on
1935 Poly-beta-1, 6-N-acetyl-D-glucosamine N Achromobacter spp. AONIH1 AOA2I8DLA9 -~ 29437920 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
Hydrolase activity, acting on
1936 Biofilm PGA synthesis deacetylase PgaB Lysobacter capsici AZ78 A0A125U043 - 24762937 carbon-nitrogen (but not peptide) Not Available
bonds
Yersini dotub losi Hydrolase activity, acting on
1937 |Biofilm PGA synthesis lipoprotein PgaB (EC 3.-.-.-) e’s’”’z ;ny“p: g‘ fb’c“ 0sis Strain IP 31758 | AOAOU1R215 - 17784789 carbon-nitrogen (but not peptide) Not Available
: bonds
Hydrolase activity, acting on
1938 Polysaccharide deacetylase Acinetobacter spp. COS3 U7GXQ6 - 24356826 carbon-nitrogen (but not peptide) Not Available
bonds
1939 Poly-beta-1, 6-N-acetyl-D-glucosamine Achromobacter spp. AONIH1 AOA2I8DK81 - 20437920 Not Available Not Available
biosynthesis protein PgaD
1940 Surface composition regulator Salmonella .enter/ca subspp. Cubana Str. 76814 V71JA1 - 24459266 Not Available Not Available
enterica serovar
1941 Ferric siderophore transport system, periplasmic | ;e capsici AZ78 A0A125U041 - 24762937 Not Available Not Available
binding protein TonB
1942 Surface composition regulator Salmonella .enter/ca subspp. Virchow Str. SL491 | AOAGC8EY32 - 21602358 Not Available Not Available
enterica serovar
g PIPIN e . ~ Hydrolase activity, acting on
1943 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. MPC6 AOASB7VT08 -~ 31178851; 31089984 | carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1944 Uncharacterized protein Xylella fastidiosa Strain 9a5¢ Q9PAL4 - 10910347 Not Available Not Available
1945 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. MPC6 AOASBTVSW4 - 31178851; 31089984 Not Available Not Available
biosynthesis protein PgaD
1946 Type Il toxin-antitoxin system MqsR family toxin Pseudomonas spp. MPC6 AOA5B7W3T4 - 31178851; 31089984 Not Available Not Available
1947 Surface composition regulator Yersinia pestis bv. Antiqua Strain Nepal516 | AOAOH2YFC4 - 16740952 DNA binding, DNA-directed DNA| ¢ Available

polymerase activity
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o . ~ Diguanylate cyclase activity,
1948 Lmo2174 protein Listeria monocytogenes | Strain ATCC BAA-BT9 | gy595 -~ 11679669 phosphorelay sensor kinase Not Available
serovar 1/ 2a | EGD-e activity
Hydrolase activity, acting on
1949 Biofilm PGA synthesis deacetylase PgaB Pseudomonas yamanorum AOA145XGS6 - 27231373 carbon-nitrogen (but not peptide) Not Available
bonds
. Listeria monocytogenes Strain ATCC BAA-679 _ " - .
1950 Lmo1911 protein serovar 1/ 2a / EGD-e Q8Y522 11679669 Diguanylate cyclase activity Not Available
1951 Uncharacterized protein Yersinia pestis bv. Antiqua Strain Nepal516 AOAOH2YLS5 - 16740952 Not Available Not Available
- . ~ Diguanylate cyclase activity,
1952 Lmo1912 protein Listeria monocytogenes | Strain ATCC BAAG79 | ayi574 - 11679669 phosphorelay sensor kinase Not Available
serovar 1/ 2a | EGD-e activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . _ Acetyl glucosaminyl transferase .
1953 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Tissierellia bacterium AOAT7X8I1F8 32123542 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - ) Acetyl glucosaminyl transferase .
1954 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. MPC6 AOA5B7VSI7 31178851; 31089984 activity Not Available
1955 Poly-beta-1, 6-N-acetyl-D-glucosamine Xenorhabdus ishibashii AOA2DOKIM4 -~ 28993611 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
1956 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas nabeulensis AOA4ZOAPQY -~ 30910423 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . " _ Acetyl glucosaminyl transferase .
1957 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Xenorhabdus ishibashii AOA2DOKJN1 28993611 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L . - - Acetyl glucosaminyl transferase .
1958 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain MDR-ZJ06 AOAB54KXG3 21788470 activity Not Available
1959 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii Strain MDR-ZJ06 | ADA654KXAS5 - 21788470 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L . - - Acetyl glucosaminyl transferase .
1960 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain MDR-ZJ06 AOAB54L1A0 21788470 activity Not Available
Hydrolase activity, acting on
1961 Polysaccharide deacetylase Xenorhabdus ishibashii AOA2DOKKO7 - 28993611 carbon-nitrogen (but not peptide) Not Available
bonds
1962 Motility quorum-sensing regulator MgsR Pseudomonas spp. Os17 AOAOD6BDD9 - 25496595 Not Available Not Available
Strain ATCC BAA-477
1963 Putative biofilm PGA synthesis protein PgaD Pseudomonas fluorescens |/ NRRL B-23932 / Pf- Q4KKC2 - 15980861 Not Available Not Available
5
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Actinobacillus . - Acetyl glucosaminyl transferase .
1964 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) | pleuropneumoniae serotype 5b Strain L20 ASN3L7 18065534 activity Not Available
1965 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas fuscovaginae AOAOMIGIL? - 26422147 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
1966 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobacter hormaechei AOABG3F3P9 31477907 activity Not Available
: : Alphaproteobacteria bacterium - . .
1967 Uncharacterized protein HGW-Alphaproteobacteria-3 AOA2N3BZZ5 28350393 Not Available Not Available
1968 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter ursingii AOA3D2SJF3 - 30148503 Not Available Not Available
biosynthesis protein PgaD (Fragment)
Poly-beta-1, 6-N-acetyl-D-glucosamine Xanthomonadaceae bacterium - . .
1969 biosynthesis protein PgaD SCN 69-123 AOA1E4L188 26031303 Not Available Not Available
Hydrolase activity, acting on
1970 Outer membrane N-deacetylase Achromobacter marplatensis J4P4T1 - 23105084 carbon-nitrogen (but not peptide) Not Available
bonds
1971 Surface composition regulator Serratia fonticola AU-P3 3 u2LWw9 - 24233592 Not Available Not Available
1972 Surface composition regulator Enterobacteriaceae bacterium Strain FGI 57 LOLYH9 - 23469353 Not Available Not Available
1973 Poly-beta-1, 6-N-acetyl-D-glucosamine Escherichia coli AOASPOJEL1 - 31642700 Not Available Not Available
biosynthesis protein PgaD
. . . . Enterobacter . .
1974 Uncharacterized protein Pluralibacter gergoviae qergoviae AOA1S2B9G4 - 25502672 Not Available Not Available
1975 Surface composition regulator Cronobacter sakazakii | SN ATCCBAABOA | gy g - 20221447 Not Available Not Available
Enterobacter sakazakii
1976 Surface composition regulator Escherichia coli AOA5D1FAL4 - 31477907 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . _ Acetyl glucosaminyl transferase .
1977 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AO0A246NPP4 30286803 activity Not Available
1978 Surface composition regulator Pectobacterium polonicum AOA4UTKK94 - 30973319 DNA binding, DNA-directed DNA Not Available
polymerase activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - - Acetyl glucosaminyl transferase .
1979 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Macrococcus epidermidis AOA328A136 29951040 activity Not Available
1980 Surface composition regulator Escherichia coli AOAB6MOPTC6 - 16943019 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . - Acetyl glucosaminyl transferase .
1981 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AOABMOPSJ4 16943019 activity Not Available
Strain ATCC 19061 / . .
DSM 3370 / CCUG Hydrolase activity, acting on
1982 Lipoprotein (HmsF protein of hmsHFRS Operon) Xenorhabdus nematophila 14189 / LMG 1036 / D3VJ37 - 22125637 carbon-nitrogen (but not peptide) Not Available
NCIMB 9965 / AN6 bonds
Strain ATCC 19061 /
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . DSM 3370 / CCUG - Acetyl glucosaminyl transferase .
1983 (Poly-beta-1, 6-GIoNAC synthase) (EC 2.4.1.-) Xenorhabdus nematophila 14189 / LMG 1036 / D3VJ36 22125637 activity Not Available
NCIMB 9965 / AN6
g 1 6N Y . _ . Hydrolase activity, acting on
1984 Poly-beta-1, 6-N-acetyl-D-glucosamine N- | Xanthomonadaceae bacterium AOATE4L199 - 26031303 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB SCN 69-123 bonds
Strain ATCC 19061 /
Haemin storage system (HmsS protein of . DSM 3370 / CCUG - . .
1985 hmsHFRS Operon) Xenorhabdus nematophila 14189 / LMG 1036 / D3VJ35 22125637 Not Available Not Available
NCIMB 9965 / AN6
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . - Acetyl glucosaminyl transferase .
1986 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AO0A792HMO3 30286803 activity Not Available
1987 Poly-beta-1, 6-N-acetyl-D-glucosamine Pectobacterium polonicum AOA4UTKCH9 -~ 30973319 Not Available Not Available
biosynthesis protein PgaD
1988 Poly-beta-1, 6-N-acetyl-D-glucosamine Escherichia coli AOASPOJ1W1 - 31642700 Not Available Not Available
biosynthesis protein PgaD
1989 mRNA interferase MgsR Escherichia coli AOAOP7PX62 - 26441869 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Clostridium spp. Maddingley _ " "
1990 biosynthesis protein PgaD MBC34-26 K6T4C8 23405323 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
1991 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pectobacterium polonicum AOA4U7KDLY 30973319 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
1992 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOA7B3MEP4 - 30286803 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . _ Acetyl glucosaminyl transferase .
1993 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli AOA5POJF91 31642700 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Clostridium spp. Maddingley _ Acetyl glucosaminyl transferase .
1oo4 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) MBC34-26 Keuov4 23406823 activity Not Available
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g 4 BN e . ~ Hydrolase activity, acting on
1995 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOASPOJEPS - 31642700 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
g 4 BN e . ~ Hydrolase activity, acting on
1996 Poly-beta-1, 6-N-acetyl-D-glucosamine N Escherichia coli AOABMOPSSO - 16943019 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
1997 S111687 protein Synechocystis spp. StraanI:(;quSSm ! P73713 - 8905231 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
1998 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Halomonas spp. HAL1 GAFIKS 22156396 activity Not Available
Hydrolase activity, acting on
1999 Xylanae / chitin deacetylase Halomonas spp. HAL1 G4F1K6 - 22156396 carbon-nitrogen (but not peptide) | i Ayailable
bonds, Hydrolase activity, acting
on glycosyl bonds
2000 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EF08 - 12368813 Diguanylate cyclase activity Not Available
2001 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EFD2 - 12368813 Diguanylate cyclase activity Not Available
2002 Diguanytate cyclase VZ\’I‘;;QSS) sensory domain (EC Shewanella oneidensis Strain MR-1 Q8EJ99 - 12368813 Diguanylate cyclase activity Not Available
2003 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EIP1 - 12368813 Diguanylate cyclase activity Not Available
2004 Surface composition regulator Citrobacter spp. CFNIH10 AOA3Q8DFL3 - 29437920 Not Available Not Available
" ) . Diguanylate cyclase activity,
2005 |Diguanylate cyclase "2“7“;’ gss) sensory domain (EC| g0 nelia oneidensis Strain MR-1 Q8EF28 -~ 12368813 phosphoprotein phosphatase Not Available
o activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Nitrospira bacterium _ Acetyl glucosaminyl transferase .
2006 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) SG8 35 1 ADADSECZY6 25922666 activity Not Available
2007 Type Il toxin-antitoxin system MgsR family toxin | Pseudomonas spp. WS 5078 AOA7Y1FKF5 - 32587583 Not Available Not Available
2008 Diguanylate cycla;e;gtg;)!AMP domain (EC Shewanella oneidensis Strain MR-1 Q8EC11 - 12368813 Diguanylate cyclase activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L - Acetyl glucosaminyl transferase .
2009 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Enterobacter ludwigii G8LE14 22675579 activity Not Available
2010 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EGF8 - 12368813 Diguanylate cyclase activity Not Available
2011 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EIB5 - 12368813 Diguanylate cyclase activity Not Available
Hydrolase activity, acting on
2012 Outer membrane N-deacetylase Enterobacter ludwigii WO0BV21 - 25197457 carbon-nitrogen (but not peptide) Not Available
bonds
Hydrolase activity, acting on
2013 Outer membrane N-deacetylase Enterobacter ludwigii AOA7U4N614 - 26251488 carbon-nitrogen (but not peptide) Not Available
bonds
2014 P pilus subunit FimA Strain MR-1 Q8E8S9 - 12368813 Not Available Not Available
2015 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EAN9 - 12368813 Diguanylate cyclase activity Not Available
2016 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EGP7 - 12368813 Diguanylate cyclase activity Not Available
7TM intracellular sigNot Availablelling protein with . . . . _ . o .
2017 GGDEF domain (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EGNO 12368813 Diguanylate cyclase activity Not Available
Nit ira bacteri Hydrolase activity, acting on
2018 NodB homology domain-containing protein lro;;gr;w 320 ;enum ADA0S8CYX5 - 25922666 carbon-nitrogen (but not peptide) Not Available
- bonds
2019 Diguanylate cyclase with response regulator Shewanella oneidensis Strain MR-1 Q8EF60 - 12368813 Diguanylate cyclase activiy, Not Available
receiver modulation (EC 2.7.7.65) protein kinase activity
2020 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8EGW1 - 12368813 Diguanylate cyclase activity Not Available
2021 Diguanylate cyclase Shewanella oneidensis Strain MR-1 Q8EBM2 - 12368813 Diguanylate cyclase activity Not Available
2022 ABC transporter substrate-binding protein Enterobacter ludwigii AOA7U4N650 - 26251488 Not Available Not Available
2023 .BlfunCtIOth Availablel p.erlp!asmlc substrate Shewanella oneidensis Strain MR-1 Q8EB35 - 12368813 Diguanylate cyclase activity Not Available
binding protein / cytoplasmic diguanylate cyclase
2024 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8E979 - 12368813 Diguanylate cyclase activity Not Available
2025 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8E963 - 12368813 Diguanylate cyclase activity Not Available
2026 Diguanylate cyclase (EC 2.7.7.65) Shewanella oneidensis Strain MR-1 Q8E936 - 12368813 Diguanylate cyclase activity Not Available
2027 SigNot Availablelling protein with GGDEF domain Shewanella oneidensis Strain MR-1 Q8EDJO - 12368813 Diguanylate cyclase activity Not Available
BifunctioNot Availablel periplasmic substrate
2028 binding protein / cytoplasmic diguanylate cyclase Shewanella oneidensis Strain MR-1 Q8EIJ8 - 12368813 Diguanylate cyclase activity Not Available
(EC 2.7.7.65)
Diguanylate cyclase activity,
2029 Diguanylate cyclase with GAF sensory domain Shewanella oneidensis Strain MR-1 Q8EBG2 - 12368813 phosphoprotein phosphatase Not Available
activity
2030 SigNot Availablelling protein with GGDEF domain Shewanella oneidensis Strain MR-1 Q8EE69 - 12368813 Diguanylate cyclase activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
2031 Poly-beta-1, 6-N-acetyl-D-glucosamine N Enterobacter ludwigii GBLE13 - 22675579 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
2032 Putative membrane protein Acinetobacter baumannii Strain ACICU AOA7U3XX92 - 18411315 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L . _ Acetyl glucosaminyl transferase .
2033 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain ACICU AOA7U4DDW4 18411315 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - . . - Acetyl glucosaminyl transferase .
2034 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Cupriavidus basilensis AOA0C4Y8S7 25977418 activity Not Available
2035 Uncharacterized protein Acinetobacter baumannii Strain ACICU ADA7U3Y161 - 18411315 Not Available Not Available
Hydrolase activity, acting on
2036 Predicted xylanase / chitin deacetylase Acinetobacter baumannii Strain ACICU A0A7U3Y173 - 18411315 carbon-nitrogen (but not peptide) | i Ayailable
bonds, Hydrolase activity, acting
on glycosyl bonds
Cronobacter dublinensis
2037 Surface composition regulator subspp. dublinensis LMG AOAOK2P1G4 - 27013041 Not Available Not Available
23823
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L . - Acetyl glucosaminyl transferase .
2038 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain ACICU AOA7U3XXAB 18411315 activity Not Available
2039 Uncharacterized protein Methylocucumis oryzae AOAOF31J44 - 26547566 Not Available Not Available
- . ] Hydrolase activity, acting on
2040  |Biofilm PGA synthesis de)aCe‘y'ase PgaB (EC3-~1 o iavidus basilensis AOAOCAYAV1 -~ 25977418 carbon-nitrogen (but not peptide) Not Available
bonds
Hydrolase activity, acting on
2041 Predicted xylanase / chitin deacetylase Acinetobacter baumannii Strain ACICU | ADA7U3XXD6 - 18411315 carbon-nitrogen (but not peptide) | i Ayailable

bonds, Hydrolase activity, acting
on glycosyl bonds
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Hydrolase activity, acting on
2042 Polysaccharide deacetylase Methylocucumis oryzae AOAOF3IGY7 - 26547566 carbon-nitrogen (but not peptide) Not Available
bonds
2043 Surface composition regulator Salmonella dublin Strain CT 02021853 | AOABC7A0T4 - 21602358 Not Available Not Available
Hydrolase activity, acting on
2044 Putative xylanase / chitin deacetylase Xanthomonas vesicatoria FOBJX6 - 21396108 carbon-nitrogen (but not peptide) | i Ayailable
v v ATCC 35937 bonds, Hydrolase activity, acting
on glycosyl bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
2045 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Methylocucumis oryzae AOAOF3IH37 26547566 activity Not Available
N . Xanthomonas vesicatoria . .
2046 Uncharacterized protein ATCC 35937 FOBJX8 - 21396108 Not Available Not Available
2047 Uncharacterized protein Methylocucumis oryzae AOAOF3INO1 - 26547566 Not Available Not Available
2048 Uncharacterized protein Koribacter versatilis Strain Ellin345 Q11403 - 19201974 Not Available Not Available
2049 Poly-beta-1, 6-N-acetyl-D-glucosamine Oxalobacteraceae bacterium AOA4Q3IWLE -~ 30498029 Not Available Not Available
biosynthesis protein PgaD
2050 Poly-beta-1, 6-N-acetyl-D-glucosamine Pelosinus spp. UFO1 AOAO75KH26 -~ 25189589 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
2051 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Oxalobacteraceae bacterium A0A4Q3IX21 30498029 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . N Acetyl glucosaminyl transferase .
2052 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pelosinus spp. UFO1 AOA075KDU5 25189589 activity Not Available
2053 Uncharacterized protein Helicobacteraceae bacterium AOA1JAU2J2 - 27112493 Not Available Not Available
CG1 02 36 14
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Xanthomonas vesicatoria . Acetyl glucosaminyl transferase .
2054 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) ATCC 35937 FoBJX7 21396108 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Escherichia coli O1:K1 / . Acetyl glucosaminyl transferase .
205 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) APEC ADAOH2YXSO 17293413 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Staphylococcus aureus . Acetyl glucosaminyl transferase .
2056 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) subspp. aureus M013 ADATUAAW02 22328755 activity Not Available
2057 Predicted inner Membrane protein Escherichia coli O78:H11 S”a”gé%“m ! E3PJI8 - 20802035 Not Available Not Available
Strain ATCC 35469 /
DSM 13698 / CCUG
Putative polysaccharide deacetylase associated 18766 / 1AM 14443 / Hydrolase activity, acting on
2058 with b‘i)ufi{m formation utati\z,e livoprotein Escherichia fergusonii JCM 21226 / LMG B7LTBO - 19165319 carbon-nitrogen (but not peptide) Not Available
P pop 7866 / NBRC 102419 bonds
/ NCTC 12128 / CDC
0568-73
Strain ATCC 35469 /
DSM 13698 / CCUG
. 18766 / IAM 14443 / .
2059 Pf’;{)'lbiae't; 16’;gff&ﬂfsgﬁizz:’;‘égzszy?qas)e Escherichia fergusoni JCM 21226 / LMG |  B7LTBI - 19165319 Acelyl glucosaminyliansferase | - ot Available
v ’ 4 A 7866 / NBRC 102419 Y
/ NCTC 12128 / CDC
0568-73
2060 Uncharacterized protein Escherichia coli O78:H11 Strairé¥;%407 / E3PJE2 - 20802035 Not Available Not Available
Strain ATCC 35469 /
DSM 13698 / CCUG
18766 / |IAM 14443 /
2061 Biofilm PGA synthesis protein pgaD Escherichia fergusonii JCM 21226 / LMG B7LTB2 - 19165319 Not Available Not Available
7866 / NBRC 102419
/ NCTC 12128 / CDC
0568-73
2062 Surface composition regulator Klebsiella pneumoniae AOA7UICYT9 - 23469341 Not Available Not Available
subspp. pneumoniae KpQ3
2063 Hemin storage system protein Klebsiella pneumoniae AOA7UIGZWS - 23469341 Not Available Not Available
subspp. pneumoniae KpQ3
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Klebsiella pneumoniae _ Acetyl glucosaminyl transferase .
2064 (Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) subspp. pneumoniae KpQ3 AOA7U9DE07 23469341 activity Not Available
Klebsiell . Hydrolase activity, acting on
2065 Outer membrane N-deacetylase ebsiella pneumoniac AOA7U9D765 - 23469341 carbon-nitrogen (but not peptide) Not Available
subspp. pneumoniae KpQ3 bonds
Strain 12822 / ATCC Hydrolase activity, acting on
2066 Putative hemin storage protein Bordetella parapertussis BAA-587 / NCTC Q7W830 - 12910271 carbon-nitrogen (but not peptide) Not Available
13253 bonds
2067 Uncharacterized protein Desulfovibrio spp. A2 G2H343 - 22072648 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
2068 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. GM80 J2Y7T2 23045501 activity Not Available
N 4 AN . . ~ Hydrolase activity, acting on
2069 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. GM102 J2MA13 - 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
2070 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. GM102 J3DYTO 23045501 activity Not Available
. . . Hydrolase activity, acting on
o - . Bibersteinia trehalosi USDA- . . .
2071 Biofilm PGA synthesis lipoprotein PgaB ARS-USMARC-188 AOA4VT7IAUS - 24526647 carbon-nltrogggrfg:t not peptide) Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Bibersteinia trehalosi USDA- - Acetyl glucosaminyl transferase .
2072 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) ARS-USMARC-188 AOA4V7IBES 24526647 activity Not Available
Strain 12822 / ATCC
2073 Uncharacterized protein Bordetella parapertussis BAA-587 / NCTC Q7wB14 - 12910271 Not Available Not Available
13253
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase activity, acting on
2074 4 ’ 9 Pseudomonas spp. GM80 J3IPL5 - 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
2075 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Pseudomonas brassicacearum W8PKM7 24812222 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
2076 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Pseudomonas spp. GM18 J2NNQ5 23045501 activity Not Available
Hydrolase activity, acting on
2077 Outer membrane N-deacetylase Pseudomonas brassicacearum W8PPL1 - 24812222 carbon-nitrogen (but not peptide) Not Available
bonds
2078 Biofilm PGA synthesis protein PgaD Pseudomonas brassicacearum WB8PCX6 - 24812222 Not Available Not Available
2079 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. GM18 J3EH54 - 23045501 Not Available Not Available
biosynthesis protein PgaD
2080 Type Il toxin-antitoxin system MqsR family toxin Geobacter spp. AOA351WRQ6 - 30148503 Not Available Not Available
. Strain 12822 / ATCC .
2081 | Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | g v parapertussis BAA-587 / NCTC | Q7W831 - 12910271 Acetyl glucosaminy! transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) 13253 activity
2082 Uncharacterized protein Pediococcus damnosus AOA2G9VED9 - 29126241 Not Available Not Available
2083 Uncharacterized protein Pseudomonas spp. GM102 J3DNY8 - 23045501 Not Available Not Available




Classification as per UniProt

Classification of

Target ID Bacterial Protein Name Organism Name Strain UniProt ID PDB ID PubMed ID GO Molecular Function Function as per PDB
Strain 12822 / ATCC
2084 Putative membrane protein Bordetella parapertussis BAA-587 / NCTC Q7W832 - 12910271 Not Available Not Available
13253
2085 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. GM102 J2VDN2 -~ 23045501 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase i . . _ Acetyl glucosaminyl transferase .
2086 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli Strain UTI89 / UPEC Q1RDJ5 16585510 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Acetyl glucosaminy! transferase
2087 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) | Enterobacteriaceae bacterium AOA3C2BGL3 - 30148503 Vg activity Not Available
(Fragment) Yy
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
2088 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Halomonas spp. TDO1 F7SRR7 22040376 activity Not Available
g 4 BN e . ~ Hydrolase activity, acting on
2089 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii Strain AB307-0294 | AOASK6CQ92 - 18931120 carbon-nitrogen (but not peptide) Not Available
deacetylase (EC 3.5.1.-) bonds
Strain LT2 /
2090 Putative major fimbrial subunit Salmonella typhimurium SGSC1412 /| ATCC Q8ZJU3 - 11677609 Not Available Not Available
700720
Leptospira interrogans
serogroup ’ . - )
2091 Two-component response regulator . Strain 56601 Q8F2R4 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Leptospira interrogans
serogroup ’ . L )
2092 Response regulator . Strain 56601 Q8F629 - 12712204 Diguanylate cyclase activity Not Available
Icterohaemorrhagiae serovar
Lai
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L . g - Acetyl glucosaminyl transferase .
2093 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain AB307-0294 | AOASK6CPH3 18931120 activity Not Available
Strain LT2 /
2094 Putative fimbriae major subunit Salmonella typhimurium SGSC1412 / ATCC Q8ZRH9 - 11677609 Not Available Not Available
700720
Strain LT2 /
2095 Putative fimbrial-like protein Salmonella typhimurium SGSC1412 / ATCC Q7CQ93 - 11677609 Not Available Not Available
700720
Strain LT2 /
2096 Putative fimbrial-like protein Salmonella typhimurium SGSC1412 / ATCC Q8zM89 - 11677609 Not Available Not Available
700720
Strain LT2 /
2097 Fimbrial subunit Salmonella typhimurium SGSC1412 / ATCC HIL412 - 11677609 Not Available Not Available
700720
Strain ATCC 35469 /
DSM 13698 / CCUG
18766 / |IAM 14443 /
2098 Surface composition regulator Escherichia fergusonii JCM 21226 / LMG B7LQC5 - 19165319 Not Available Not Available
7866 / NBRC 102419
/ NCTC 12128 / CDC
0568-73
Strain ATCC 12872 /
2099 Uncharacterized protein Priestia megaterium QMB1551 Bacillus D5E339 - 21705586 Not Available Not Available
megaterium
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L " ’ . . _ Acetyl glucosaminyl transferase .
2100 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Escherichia coli 0104:H4 Strain 2011C-3493 | AOAOEOYOU3 23133618 activity Not Available
2101 Putative PGA biosynthesis protein Escherichia coli 0104:H4 Strain 2011C-3493 AOAOEQ0Y2B1 - 23133618 Not Available Not Available
. Strain ATCC 12872 / .
2102 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Priestia megaterium QMB1551 Bacillus D5E340 -~ 21705586 Acetyl glucosaminy! transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) ) activity
megaterium
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase |Klebsiella pneumoniae 30684 / _ Acetyl glucosaminyl transferase .
2103 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) NJST258 2 WBURYO 24639510 activity Not Available
2104 Secreted biofilm formation protein YgxM Bacillus sonorensis L12 M5P5Z6 - 23538904 Not Available Not Available
Hydrolase activity, acting on
2105 Outer membrane N-deacetylase Escherichia coli 0104:H4 Strain 2011C-3493 | AOAOEOY2J4 - 23133618 carbon-nitrogen (but not peptide) Not Available
bonds
2106 Hemin storage protein HmsS Kiebsielia pneumoniae 30654/ W8VIB3 - 24639510 Not Available Not Available
NJST258 2
2107 Surface composition regulator Kiebsiella proumonize 30684/ W8UUAS - 24639510 Not Available Not Available
2108 Surface composition regulator Escherichia colib104.'H4 Strain 2011C-3493 | AOAOEOXXK7 - 23133618 Not Available Not Available
2109 mRNA interferase MgsR Gallionella spp. AOA3D2NL57 - 30148503 Not Available Not Available
. . Hydrolase activity, acting on
2110 HmsF protein Kiebsiella pneumoniae 30684/ WB8UPN5 - 24639510 carbon-nitrogen (but not peptide) Not Available
NJST258_2 bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
2111 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Syntrophobacter spp. DG_60 AOAO0S7XPJ3 25922666 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine Lentisphaerae bacterium - . .
2112 biosynthesis protein PgaD GWF2 44 16 AOA1GOYRT2 27774985 Not Available Not Available
N 1 AN . . ~ Hydrolase activity, acting on
2113 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii Strain AB0057 AOA7U3Y5V9 - 18931120 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . L. . - Acetyl glucosaminyl transferase .
2114 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter baumannii Strain AB0057 AO0A7U4DHS5 18931120 activity Not Available
2115 Uncharacterized protein Pseudomonas fluorescens Strain SBW25 C3K4N7 - 19432983 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Staphylococcus aureus _ Acetyl glucosaminyl transferase .
2116 (Poly-beta-1, 6-GlcNAc synthase) (EC 2.4.1.-) subspp. aureus 71193 AOAOEOVSRO 22375071 activity Not Available
2117 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii Strain ABO057 AOATU3Y617 -~ 18931120 Not Available Not Available
biosynthesis protein PgaD
N 1 AN . . ~ Hydrolase activity, acting on
2118 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter baumannii Strain AB0057 ADA7U3Y934 - 18931120 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
2119 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas fluorescens Strain SBW25 C3KAF9 19432983 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Paraburkholderia caribensis _ Acetyl glucosaminyl transferase .
20 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) MBA4 ADAOPORAVS 24558235 activity Not Available
2121 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter baumannii Strain ABO057 | AOA7U3Y8Z6 - 18931120 Not Available Not Available
biosynthesis protein PgaD
2122 Type Il toxin-antitoxin system MqsR family toxin Geobacter spp. AOA3N9VGQ2 - 30086797 Not Available Not Available
2123 Type |l toxin-antitoxin system MgsR family toxin Geobacter spp. AO0A353MF81 - 30148503 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . - Acetyl glucosaminyl transferase .
2124 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Clostridiaceae bacterium AOA7C6H2P8 32123542 activity Not Available
N 1 AN e . ~ Hydrolase activity, acting on
2125 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. GM18 J2W8M4 - 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Hydrolase activity, acting on
2126 HmsF protein Klebsiella pneumoniae W9BQH1 - 25341126 carbon-nitrogen (but not peptide) Not Available
bonds
2127 Putative membrane protein Bordetella parapertussis Strain Bpp5 KOMBZ6 - 23051057 Not Available Not Available
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Strain ATCC 27872 /
Al-2 synthesis protein (EC 4.4.1.21) (Autoinducer- DSM 7271 / JCM Iron ion binding, S-
2128 2 production protein LuxS) (S-ribosylhomocysteine| Capnocytophaga ochracea | 12966 / NCTC 12371 C7M4X6 - 21304645 ribosylhomocysteine lyase Not Available
lyase) ! VPI 2845 activity
Bacteroides ochraceus
Hydrolase activity, acting on
2129 Putative hemin storage protein Bordetella parapertussis Strain Bpp5 KOMFJO - 23051057 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
2130 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Bordetella parapertussis Strain Bpp5 KOMDE7 23051057 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . ~ - Acetyl glucosaminyl transferase .
2131 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter calcoaceticus Strain PHEA-2 FOKG89 21441526 activity Not Available
2132 Uncharacterized protein Ralstonia sol: um Strain UW551 A3RPC6 - 16404955 Not Available Not Available
2133 Uncharacterized protein Gordonibacter I: ADA369M219 - 29761785 Not Available Not Available
Hydrolase activity, acting on
2134 Polysaccharide deacetylase Methylomona methanica Strain MC09 GOA379 - 22123758 carbon-nitrogen (but not peptide) Not Available
bonds
Hydrolase activity, acting on
2135 HmsF protein Ralstonia solanacearum Strain UW551 A3RPC4 - 16404955 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . . ~ _ Acetyl glucosaminyl transferase .
2136 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter calcoaceticus Strain PHEA-2 FOKHT9 21441526 activity Not Available
Hydrolase activity, acting on
2137 Biofilm PGA synthesis lipoprotein PgaB Acinetobacter calcoaceticus Strain PHEA-2 FOKG88 - 21441526 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
2138 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Ralstonia solanacearum Strain UW551 A3RPC5 16404955 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
2139 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Oceanisphaera profunda AOA1Y0OD3Z0 24425742 activity Not Available
2140 Uncharacterized protein Acinetobacter calcoaceticus Strain PHEA-2 FOKHT8 - 21441526 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Bordetella pertussis STO1- - Acetyl glucosaminyl transferase .
4 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) CHOC-0019 ADAGNIRYK? 24366839 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . ’ . . _ Acetyl glucosaminyl transferase .
2142 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Yersinia pestis bv. Antiqua Strain Antiqua AOAQH2Y673 16740952 activity Not Available
Hydrolase activity, acting on
2143 Biofilm PGA synthesis lipoprotein PgaB Acinetobacter calcoaceticus Strain PHEA-2 FOKHUO - 21441526 carbon-nitrogen (but not peptide) Not Available
bonds
2144 Uncharacterized protein Acinetobacter calcoaceticus Strain PHEA-2 FOKG90 - 21441526 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . Strain NBRC 100245 / _ Acetyl glucosaminyl transferase .
2148 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Rubrivivax gelatinosts IL144 (OHLLY 22689232 activity Not Available
. Yersinia enterocolitica subspp. | Strain DSM 13030 / - DNA binding, DNA-directed DNA .
2146 Surface composition regulator palearctica serotype O:3 CIP 106945 / Y11 AOAOH3NPC2 21296963 polymerase activity Not Available
2147 Uncharacterized protein Pseudomonas spp. GM50 J3AUJ3 - 23045501 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Yersinia enterocolitica subspp. | Strain DSM 13030 / - Acetyl glucosaminyl transferase .
2148 (Poly-beta 1, 6-GIcNAG synthase) (EC 2.4.1.-) |  palearctica serotype 0:3 | CIP 106945 / y11 |AOACHSNGXS 21296963 activity Not Available
2149 Type Il toxin-antitoxin system MgsR family toxin Pseudomonas mandelii A0A502IHF4 - 31206918 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
2150 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. GM50 J2SHC7 23045501 activity Not Available
2151 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. GM50 J3GJ92 -~ 23045501 Not Available Not Available
biosynthesis protein PgaD
g PIPIN e . ~ Hydrolase activity, acting on
2152 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. GM50 J3GJ29 - 23045501 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
2153 Uncharacterized protein Pseudomonas furukawaii L8MFN8 - 22843571 Not Available Not Available
2154 Uncharacterized protein A”’d"”"’b;ﬂg""g’ej(sba“e’ ium AOAOSBGIC3 - 25022666 Not Available Not Available
2155 Uncharacterized protein Methylococcaceae bacterium AOA351V4P3 - 30148503 Not Available Not Available
g PIPIN e . ~ Hydrolase activity, acting on
2156 Poly-beta-1, 6-N-acetyl-D-glucosamine N Methylococcaceae bacterium AOA351KVS9 -~ 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (Fragment) bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Acidithiobacillales bacterium . Acetyl glucosaminyl transferase .
257 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) SM23 46 ADAOSEGIQS 25922666 activity Not Available
2158 Poly-beta-1, 6-N-acetyl-D-glucosamine Methylococcaceae bacterium AOA351KVS6 -~ 30148503 Not Available Not Available
biosynthesis protein PgaD (Fragment)
g PIPIN e . ~ Hydrolase activity, acting on
2159 Poly-beta-1, 6-N-acetyl-D-glucosamine N Lautropia spp. SCN 69-89 AOA1D2SJQ0 - 26031303 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
2160 Uncharacterized protein Burkholderia multivorans B9BIEY - 23105085 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Mannheimia . . Acetyl glucosaminyl transferase .
2161 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) succiniciproducens Strain MBELSSE QssTIt 15378067 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . N Acetyl glucosaminyl transferase .
2162 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Lautropia spp. SCN 69-89 AOA1D2SJP8 26031303 activity Not Available
Yersini . it b Hydrolase activity, acting on
2163 Outer membrane N-deacetylase ersinia enterocolitica su .spp. Strain YE-P4 AOATH4ZKR3 - 23846271 carbon-nitrogen (but not peptide) Not Available
palearctica serotype O:3 bonds
Hydrolase activity, acting on
2164 Outer membrane N-deacetylase Pectobacterium peruviense ADA0J5XC35 - 26251497 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase L . . . _ Acetyl glucosaminyl transferase .
2165 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Priestia megaterium Bacillus megaterium | AOA5B8PY98 31228823 activity Not Available
Strain ATCC 29907 /
DSM 4481 / JCM
2166 Surface composition regulator Shimwellia blattae 1650 / NBRC 105725 12B566 - 22843577 Not Available Not Available
/ CDC 9005-74
Escherichia blattae
2167 Poly-beta-1, 6-N-acetyl-D-glucosamine Oceanisphaera profunda AOA1YOD3X8 -~ 24425742 Not Available Not Available
biosynthesis protein PgaD
2168 Surface composition regulator Cronobacter dublinensis 582 K8AVIO - 23166675 Not Available Not Available
Burkholderi ti Hydrolase activity, acting on
2169 Polysaccharide deacetylase domain protein urkholderia mutivorans B9BJ72 - 23105085 carbon-nitrogen (but not peptide) Not Available
bonds
g PIPIN e . ~ Hydrolase activity, acting on
2170 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas chlororaphis AOAOD5Y8P3 -~ 25679537 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
2171 Motility quorum-sensing regulator MgsR Pseudomonas chlororaphis AOAOD5Y591 - 25679537 Not Available Not Available
Strain ATCC 43589 /
. - . " DSM 3109 / JCM . L .
2172 GGDEF domain-containing protein Thermotoga maritima 10099 / NBRC QI9X0P6 - 10360571 Diguanylate cyclase activity Not Available
100826 / MSB8
2173 Biofilm PGA synthesis protein PgaD Pseudomonas chlororaphis AOAOG3GEA7 - 26634018 Not Available Not Available
2174 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Stenotrophomonas spp. AOA7UBAEA2 . 29765358 Acetyl glucosaminyl transferase Not Available

(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-)
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2175 Biofilm PGA synthesis protein PgaD Pseudomonas chlororaphis AOA0D5Y8I0 - 25679537 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
2176 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas chlororaphis AOAOG3G9K3 26634018 activity Not Available
Hydrolase activity, acting on
2177 Outer membrane N-deacetylase Pseudomonas chlororaphis AOAOG3GBF9 - 26634018 carbon-nitrogen (but not peptide) Not Available
bonds
: . Companilactobacillus i . .
2178 Uncharacterized protein mindensis DSM 14500 AOAOR1QRU5 26415554 Not Available Not Available
2179 Motility quorum-sensing regulator MgsR candldagzcile\/rllisln Ne1o AO0A2U1RPS3 - 29662147 Not Available Not Available
Pseud fl Hydrolase activity, acting on
2180 Outer membrane N-deacetylase seu omozf(s‘muorescens AOA010TODO - 21742869 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
2181 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Tetragenococcus koreensis AOA3G5F5R6 16014460 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
2182 Poly-beta-1, 6-N-acetyl-D-glucosamine N Oceanisphaera profunda AOA1Y0D9J9 - 24425742 carbon-nitrogen (but not peptide) Not Available
deacetylase bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Pseudomonas fluorescens _ Acetyl glucosaminyl transferase .
2183 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) HK44 AOAO1OREDT 21742869 activity Not Available
2184 Motility quorum-sensing regulator MgsR Pseudomonas fluorescens AOA010SPS9 - 21742869 Not Available Not Available
2185 Lipoprotein for biofilm formation Baoillus :ZZ;Z‘; subspp. Str. SC-8 G4ETWO - 22207744 Not Available Not Available
2186 Biofilm PGA synthesis protein PgaD Pse"""’”"f,‘;’(j;’“"’ escens A0A010SD71 - 21742869 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Actinobacillus . _ Acetyl glucosaminyl transferase .
2187 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) | pleuropneumoniae serotype 3 Strain JLO3 BOBTK4 18197260 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase - Acetyl glucosaminyl transferase .
2188 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. WS 5027 AOA7Y1B5C2 32587583 activity Not Available
2189 Uncharacterized protein Aquitalea magnusonii AOA3G9GES3 - 28293292 Not Available Not Available
2190 Surface composition regulator Salmonella typhimurium St?énsggggg ! AOAQOF6B6X7 - 19897643 Not Available Not Available
- I Strain 14028S / _— M - .
2191 Flagellar Transcriptional regulator FIhC Salmonella typhimurium SGSC 2262 AOA0OF6B2Q8 - 19897643 DNA binding, zinc ion binding Not Available
- I Strain 14028S / - .
2192 Flagellar Transcriptional regulator FInD Salmonella typhimurium SGSC 2262 AOAOF6B2Q9 - 19897643 DNA binding Not Available
2193 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. WS 5027 AOATY1B5A3 - 32587583 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Thiotrichales bacterium _ Acetyl glucosaminyl transferase .
2194 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) 5G8 50 AOAOSSELF2 25922666 activity Not Available
2195 Uncharacterized protein T’”""’C'g’é%s gg“e”“”’ AOAOSBEME4 - 25022666 Not Available Not Available
Transcriptional regulatory protein SrrA Strain Mu50 / ATCC ~ - .
2196 (Staphylococcal respiratory response protein A) Staphylococcus aureus 700699 Q7A2R6 11418146 DNA binding Not Available
2197 Sensor proteln_ SrrB (EC 2.7.13.3) (S_taphylococcal Staphylococeus aureus Strain Mu50 / ATCC Q99TZ9 - 11418146 ATP blndlng, phospho_relay Not Available
respiratory response protein B) 700699 sensor kinase activity
2198 Transcriptional rfegulatory protein SrrA. Staphylococcus aureus Strain MSSA476 Q6G972 - 15213324 DNA binding Not Available
(Staphylococcal respiratory response protein A)
2199 Transcriptional regulatory protein SrA Staphylococcus aureus Q9L524 - 11157922; 15060046 DNA binding Not Available
(Staphylococcal respiratory response protein A)
2200 Transcriptional regulatory protein SrA Staphylococcus aureus Strain MW2 Q7A0U4 - 12044378 DNA binding Not Available
(Staphylococcal respiratory response protein A)
" . Strain ATCC 39315 / _ ) Diguanylate cyclase activity, .
2201 Diguanylate cyclase VdcA (DGC) (EC 2.7.7.65) Vibrio cholerae serotype O1 El Tor Inaba N16961 Q9KKZ4 10952301; 18227161 GTP binding, Metal ion binding Not Available
2202 signaltransduction protgin TRAE (Target of RNAIIl- Staphylococcus aureus Strain USA300 Q2FFR1 - 16517273 Not Available Not Available
activating protein)
2203 |signaltransduction protein TRAP (Target of RNAII| - g1 0oc0us qureus | Strain BOVINe RF122 /1 5yy04 - 17971880 Not Available Not Available
activating protein) ET3-1
2204 signaltransduction protgm TRAE (Target of RNAIIl- Staphylococcus aureus Strain COL Q5HEUO0 - 15774886 Not Available Not Available
activating protein)
2005  |Signaltransduction protein TRAP (Target of RNAII| - gy i coc0us aureus | STRINMUS0 JATCC | 70504 -~ 11418146 Not Available Not Available
activating protein) 700699
2206 signaltransduction protgm TRAE (Target of RNAIIl- Staphylococcus aureus Strain N315 Q7A4W3 - 11418146 Not Available Not Available
activating protein)
2207 signaltransduction protgm TRAE (Target of RNAIIl- Staphylococcus aureus Strain MRSA252 QBGFM2 - 15213324 Not Available Not Available
activating protein)
2208 signaltransduction protgm TRAE (Target of RNAIIl- Staphylococcus aureus Strain MSSA476 QB6G8A1 - 15213324 Not Available Not Available
activating protein)
2209 signaltransduction protgm TRAE (Target of RNAIIl- Staphylococcus aureus Strain MW2 Q8NVW1 - 12044378 Not Available Not Available
activating protein)
2210  |signaltransduction protein TRAP (Target of RNAII| /100000 epidermidis Q8GQQt - 12599079 Not Available Not Available
activating protein)
2211 |Signalransduction protein TRAP (Target of RNAI\ g0 100000us epidermidis | SN ATCC 36984 1| qgpinag - 15774886; 16842355 Not Available Not Available
activating protein) RP62A
. DNA-binding Transcription
Strain ATCC 15692 / 8113171; 10984043; |activator activity, DNA-directed 5'
DSM 22644 / CIP 2152000; 9505661, | 3' RNA polymerase activity.
2212 RNA polymerase sigma-54 factor Pseudomonas aeruginosa 104116 / JCM 14847 P49988 - ; . A PO L ’ Not Available
12644493; 10792721; sigma factor activity,
/' LMG 12228 | 1C /| 26633362; 29760208 Transcription cis-regulatol
PRS 101 / PAO1 : pion cis-reguiatory
region binding
2213 Uncharacterized fimbrial-like protein SfmA (Type- Escherichia coli Strain K12 POABWS - 9278503; 16738553; Not Available Not Available
1A pilin) 20345943
) . 11463916; 16861665; - . .
2214 Protein translocase subunit SecA 2 (EC 7.4.2.8) | Streptococcus pneumoniae | Strain ATCC BAA-334 | q7p83 - 18507531; 20714350, | AP Pinding, protein-exporting Not Available
serotype 4 ! TIGR4 ATPase activity
28456649
Sensor protein SrrB (EC 2.7.13.3) (Staphylococcal . _ 15774886; 16859493; ATP binding, phosphorelay .
2215 respiratory response protein B) Staphylococeus aureus Strain COL QSHFTA 17384184; 24222487 sensor kinase activity Not Available
2216 Transcriptional regulatory protein LYIR (Sensory | g/ 1ococcus aureus Strain USA300 Q2FK09 - 16517273 DNA binding Not Available
transduction protein LytR)
2217 Transcriptional regulatory protein LVIR (Sensory | g1 iococcus aureus | SN BOVINe RF122. 71 poyyg7 - 17971880 DNA binding Not Available
transduction protein LytR) ET3-1
2218 Transcriptional regulatory protein LYIR (Sensory | g/ 10coccus aureus Strain COL Q5HJBS - 15774886 DNA binding Not Available
transduction protein LytR)
Transcriptional regulatory protein LytR (Sensory Strain Mu50 / ATCC - . - .
2219 transduction protein LytR) Staphylococcus aureus 700699 P60609 11418146; 27127614 DNA binding Not Available
2220 Transcriptional regulatory protein LYIR (Sensory | g/ 1ococcus aureus Strain N315 P60610 - 11418146 DNA binding Not Available
transduction protein LytR)
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2221 Transcriptional regulatory protein LytR (Sensory Staphylococcus aureus Strain MRSA252 Q6GK51 -~ 15213324 DNA binding Not Available
transduction protein LytR)
2222 Transcriptional regul.atory pro.teln LYIR (Sensory Staphylococcus aureus Strain MSSA476 Q6GCL1 - 15213324 DNA binding Not Available
transduction protein LytR)
2223 Transcriptional regulatory protein LytR (Sensory Staphylococcus aureus Strain MW2 Q8NYH3 -~ 12044378 DNA binding Not Available
transduction protein LytR)
PP ATP binding, Hydrolase activity,
2224 Sensor histidinekinase / phosphatase LytS (EC Staphylococcus aureus Strain USA300 Q2FK10 - 16517273 phosphorelay sensor kinase Not Available
2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) activity
. . 8550490; 9308171; ATP binding, Hydrolase activity,
2225 Sensor histidinekinase /phosphatase LtS (EC | g, 1coccus aureus Strain NCTC 8325 /| 53705 - 19502411; 23733465; | phosphorelay sensor kinase Not Available
2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) PS 47 L
25491472 activity
PP . . ATP binding, Hydrolase activity,
Sensor histidinekinase / phosphatase LytS (EC Strain bovine RF122 / _ : .
2226 2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) Staphylococcus aureus ET3-1 Q2YV6es 17971880 phosphore;ac);i\sl;g:sor kinase Not Available
P ATP binding, Hydrolase activity,
Sensor histidinekinase / phosphatase LytS (EC . - : .
2227 2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) Staphylococcus aureus Strain COL Q5HJB6 15774886 phosphore;ac);i\sl;g:sor kinase Not Available
P . ATP binding, Hydrolase activity,
Sensor histidinekinase / phosphatase LytS (EC Strain Mu50 / ATCC - . : .
2228 2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) Staphylococcus aureus 700699 P60612 11418146; 27127614 phosphore;ac);i\sl;g:sor kinase Not Available
PP ATP binding, Hydrolase activity,
Sensor histidinekinase / phosphatase LytS (EC . - : .
2229 2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) Staphylococcus aureus Strain N315 P60613 11418146 phosphore;ac);i\sl;g:sor kinase Not Available
PP ATP binding, Hydrolase activity,
2230 Sensor histidinekinase / phosphatase LytS (EC Staphylococcus aureus Strain MRSA252 Q6GK52 - 15213324 phosphorelay sensor kinase Not Available
2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) activity
PP ATP binding, Hydrolase activity,
2231 Sensor histidinekinase /phosphatase LytS (EC Staphylococcus aureus Strain MSSA476 Q6GCL2 - 15213324 phosphorelay sensor kinase Not Available
2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) activity
PP ATP binding, Hydrolase activity,
Sensor histidinekinase / phosphatase LytS (EC . _ : .
2232 2.7.13.3) (EC 3.1.3.-) (Autolysin sensorkinase ) Staphylococcus aureus Strain MW2 P60614 12044378 phosphore;ac);i\sl;g:sor kinase Not Available
Major fimbrium subunit FimA type-2 (Fimbrillin) Lo _ 7902712; 1987052; . .
2233 (Fimbrilin) (Major fimbrial subunit protein type Il) Porphyromonas gingivalis Q51822 11748193; 23809984 Structural protein Not Available
2234 Major fimbrium anchoring subunit FimB Porphyromonas gingivalis Strain A/T(\i\%gAA%OS Q7MT55 - 12949112; 20530728 Not Available Not Available
2235 Transcriptionalactivator protein AnoR Acinetobacter nosocomialis AOAONBYGA2 - 25975610 DNA binding Not Available
2236 Major fimbrium tip subunit FimD Porphyromonas gingivalis 032389 - 8981345; 17526848 Host cell e);};zci:!ular matrix Not Available
8817489; 8905232;
. . . L . . 9278503; 16738553; . P .
2237 Minor curlin subunit Escherichia coli Strain K12 POABK?7 - 7854117: 17010156 Identical protein binding Not Available
24097954
S . L . . 8905232; 9278503; . .
2238 Fimbrial subunit EIfA Escherichia coli Strain K12 P75855 - 16738553 20345943 Not Available Not Available
. N . L . . 8905232; 9278503; . .
2239 Uncharacterized fimbrial-like protein EIfG Escherichia coli Strain K12 P75858 - 16738553 20345943 Not Available Not Available
Major fimbrium subunit FimA type-1 (FimA1) §3§?}2§5 :gg%gf
2240 (Fimbrillin) (Flmt;l;ltl;)n(i\/lajeoz)ﬂmbrlal subunit Porphyromonas gingivalis POC940 - 11748193: 20530728: Structural protein Not Available
P P 23809984
9278503; 16738553;
: 3533724; 11260463; . L
2241 Probable d'gua"y'a‘zeff;s)e DgeC (DGC) (BC Escherichia coli Strain K12 POAAP1 - 16513732; 17010156; G?g”;[’:g:ite :Ay:":fz:ﬁ'r‘:z Not Available
s 19332833; 19707751; % 9
26148715
9097040; 9278503;
: 16738553; 6094528; . L
2242 | Probable d'g“a”y'a;eﬂcé?)e DgcE (DGC) (EC Escherichia coli Strain K12 P38097 - 7084428, 18765794 | iguanviate eyclase activiy, Not Available
s 19332833; 20303158; % 9
23708798; 26148715
" 9097039; 9278503; . L
2243 | Probablediguanylate cyclase DgeF (DGC) (EC Escherichia coli Strain K12 P76147 - 16738553; 21181144; | Diguanylate cyclase activity, Not Available
2.7.7.65) GTP binding, Metal ion binding
26148715
Probable diguanylate cyclase Dgcl (DGC) (EC L . . N 8905232; 9278503; Diguanylate cyclase activity, .
2244 2.7.7.65) (Putative lipoprotein Dgcl) Escherichia coli Strain K12 P75801 16738553; 26148715 | GTP binding, Metal ion binding Not Available
9097040; 9278503;
Probable diguanylate cyclase DgcJ (DGC) (EC o " . - 16738553; 18765794; Diguanylate cyclase activity, .
2245 2.7.7.65) Escherichia coli Strain K12 P76237 19332833; 21181144 | GTP binding, Metal ion binding Not Available
26148715
9097039; 9278503; . -
16738553: 17010156: Diguanylate cyclase activity,
2246 Diguanylate cyclase DgcM (DGC) (EC 2.7.7.65) Escherichia coli Strain K12 P77302 - ’ ; GTP binding, Identical protein Not Available

19332833; 23708798;
26148715

binding, Metal ion binding
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9205837; 9278503
16738553; 6357787; . .
7567469; 15919996, Diguanylate cyclase activity,
2247 Diguanylate cyclase DgcN (DGC) (EC 2.7.7.65) Escherichia coli Strain K12 P46139 - .. .. GTP binding, Identical protein Not Available
19332833; 20303158; binding, Metal ion bindin:
21181144; 26148715; 9 9
27507823
Strain ATCC 15692 /
DSM 22644 | CIP . L
" . _ 10984043; 25118352; Diguanylate cyclase activity, .
2248 Diguanylate cyclase DgcP (EC 2.7.7.65) Pseudomonas aeruginosa 104116 / JCM 14847 QOHT84 25809128, 2152909 GTP binding, Metal ion binding Not Available
/ LMG 12228 / 1C /
PRS 101 / PAO1
Probable diguanylate cyclase DgcQ (DGC) (EC Strain LT2 | Diguanylate cyclase activit;
2249 guanylate cyclase g ) Salmonella typhimurium SGSC1412 / ATCC | Q8ZNT5 - 11677609 guanylate cyciase acivily, Not Available
2.7.7.65) (Cellulose synthesis regulatory protein) 700720 GTP binding, Metal ion binding
8969506; 9384377
2250 Putative glycosylTransferase EpsH (EC 2.4.-.-) Bacillus subtilis Strain 168 P71057 - 15083514; 15175311; Not Available
15661000
" . . ) 8969506; 9384377
2251 Putative glycosylTransferase EpsD (EC 2.4.-.-) Bacillus subtilis Strain 168 P71053 - 15175311: 15661000 Not Available
Minor fimbrium subunit Mfa1 (53 kDa major outer L - 9569663; 8208139; " .
2252 Membrane protein) Porphyromonas gingivalis P81363 26001707 Not Available Not Available
9097040; 9278503
Probable diguanylate cyclase Cdgl (DGC) (EC L . . - 16738553; 17010156; Diguanylate cyclase activity, .
2253 2.7.7.65) Escherichia coli Strain K12 P76236 15919996: 21181144, | GTP binding, Metal ion binding Not Available
26148715
. ; . . 8969506; 9384377; .
2254 TransMembrane protein EpsG Bacillus subtilis Strain 168 P71056 - 15175311: 15661000 Not Available Not Available
Strain LT2 /
2255 Fimbrin-like protein Fiml Salmonella typhimurium SGSC1412 | ATCC P37922 - 11677609 Not Available Not Available
700720
Strain LT2 /
2256 Fimbrial-like protein FimF Salmonella typhimurium SGSC1412 | ATCC P37926 - 11677609 Not Available Not Available
700720
2257 Major fimbrium subunit FimC Porphyromonas gingivalis 032388 - 8981345; 17526848 Host cell e);};zci:!ular matrix Not Available
2058 | CRISPR-associated endonuclease Cas6 / Csy4 Escherichia coli Strain UTI89 / UPEC |  QIRE32 - 16585510; 21398535 | Endonuciease activity, RNA Not Available
(EC 3.1.-.-) (crRNA endonuclease) binding
16517273; 15234962
2259 Fibronectin-binding protein B Staphylococcus aureus Strain USA300 AOAOH2XKG3 - 21569203; 24628034; Not Available Not Available
27387503; 30622139
Strain LT2 /
2260 Type-1 fimbrial protein, A chain (Type-1A pilin) Salmonella typhimurium SGSC1412 / ATCC P37921 - 11677609 Not Available Not Available
700720
ATP binding, ATP hydrolysis
DEAD-box ATP-dependent RNA helicase CshA Strain NCTC 8325 / _ 21764917, 22447609; activity, RNA binding, RNA .
2261 (EC 3.6.4.13) Staphylococcus aureus Q2FWHS5 23229022 helicase activity, RNA strand Not Available
annealing activity
20398357; 25329997
2262 ComX pheromone (Competence pheromone) Bacillus subtilis subspp. natto Strain BEST195 D4GOR3 - 25855042; 26276536; Not Available Not Available
29665236
8969506; 9384377
2263 Putative glycosylTransferase EpsE (EC 2.4.-.-) Bacillus subtilis Strain 168 P71054 - 19383706; 15175311; Not Available
15661000
Putative pyridoxal phosphate-dependent . - . - 8969506; 9384377 Pyridoxal phosphate binding, .
2264 aminoTransferase EpsN (EC 2.6.1.-) Bacillus sublilis Strain 168 Qresss 15661000 transaminae activity Not Available
Type 1 fimbrin D-mannose specific adhesin Strain LT2 |
2265 s nnose sp Salmonella typhimurium SGSC1412 | ATCC P37925 - 11677609 Not Available Not Available
(Protein FimH)
700720
. 9252185; 10735847
Strain ATCC 700392 / q q .
TR . . 15109719; 16672598; Phosphorelay sensor kinase .
2266 Sensor histidinekinase ArsS (EC 2.7.13.3) Helicobacter pylori 26695 Canllgrgi/lobacter 024972 - 22865848: 25997502- activity Not Available
i 27432830
Strain ATCC 33277 /
I . - L DSM 20709 / CIP 18524787; 17675496; Host cell extracellular matrix .
2267 Major fimbrium subunit FimC Porphyromonas gingivalis 103683 / JCM 12257 B2RH57 - 17526848: 19506009 binding Not Available
/ NCTC 11834 / 2561
Strain ATCC 15692 /
DSM 22644 | CIP .
2268 Response regulator GacA (Global activator) Pseudomonas aeruginosa 104116 / JCM 14847 Q51373 - 9159518; 10984043, DNA binding Not Available
2152909
/ LMG 12228 / 1C /
PRS 101 / PAO1
Strain ATCC 33277 /
I . . - T DSM 20709 / CIP 18524787; 17675496; Host cell extracellular matrix .
2269 Major fimbrium tip subunit FimE Porphyromonas gingivalis 103683 / JCM 12257 B2RH59 - 17526848: 19506009 binding Not Available
/ NCTC 11834 / 2561
Strain LT2 /
2270 Long polar fimbria protein A Salmonella typhimurium SGSC1412 / ATCC P43660 - 7721701; 11677609 Not Available Not Available

700720
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2271 Putative pyruvyl Transferase EpsO (EC 2.-.-.-) Bacillus subtilis Strain 168 P71065 - 8969?;)?&?3833377; Transferase activity Not Available
Strain ATCC 15692 /
DSM 22644 | CIP 10984043; 7591148; ATP binding. Sequence-specific
2272 Response regulator protein FleR Pseudomonas aeruginosa 104116 / JCM 14847 QI9I4N3 - 8876537; 30877999, DgN’A b?ndin P Not Available
/ LMG 12228 / 1C / 2152909 9
PRS 101 / PAO1
Strain ATCC 33277 /
2273 Major fimbrium anchoring subunit FimB Porphyromonas gingivalis DSM 20709 / CIP AOPA81 - 17081195; 20530728 Not Available Not Available
) 9 464 ging 103683 / JCM 12257 g
/ NCTC 11834 / 2561
" ; " . 8969506; 9384377; .
2274 Putative glycosylTransferase EpsF (EC 2.4.-.-) Bacillus subtilis Strain 168 P71055 - 15175311: 15661000 Not Available
Major fimbrium subunit FimA type-3 (Fimbrillin) Lo _ . . §
2275 (Fimbrilin) (Major fimbrial subunit protein type 111} Porphyromonas gingivalis Q51826 7902712; 11748193 Structural protein Not Available
Major fimbrium subunit FimA type-2 (Fimbrillin) Lo _ . . §
2276 (Fimbrilin) (Maior fimbrial subunit protein type 11) Porphyromonas gingivalis Q51825 7902712; 23809984 Structural protein Not Available
Strain ATCC 33277 /
P . - L DSM 20709 / CIP 18524787, 17675496; Host cell extracellular matrix .
2277 Major fimbrium tip subunit FimD Porphyromonas gingivalis 103683 / JCM 12257 B2RH58 - 17526848: 19506009 binding Not Available
/ NCTC 11834 / 2561
Strain ATCC 700084 /
. . 17295914; 18955433;
2078 | AoylTransferase PE (EC 2.3.1-) (Proline-glutamic | \\ - ioihacterium smegmatis me2155 Q2M5K2 -~ 32554804; 27825305; AcylTransferase activity Not Available
acid-rich protein) (PE protein) Mycobacterium 27028886
smegmatis
DNA binding, DNA-binding
Transcription activator activity,
2279 RNA polymerase sigma-54 factor Pseudomonas aeruginosa Strain UCBPP-PA14 | AOAOH2ZGR9 - 17038190; 11717271 DNA-directed 5'-3' RNA Not Available
polymerase activity, sigma factor
activity
Major fimbrium subunit FimA type-5 (Fimbrillin) Lo _ . . .
2280 (Fimbrilin) (Maior fimbrial subunit protein type V) Porphyromonas gingivalis Q9sows 10790120; 11748193 Structural protein Not Available
2281 Preumolysin (PLY) (Thiol-activated cytolysin) | Streptococcus pneumoniae | Strain ATCC BAA-334 | 5409 g - 11463916; 28456649 | Cholesterol binding, toxin activity| ~ Not Available
serotype 4 / TIGR4
Rqc2 homolog RqcH (RqcH) (Fibronectin-binding . - . - 20398357; 25329997; | Ribosomal large subunit binding, .
2282 protein YloA) Bacillus subtilis subspp. natto Strain BEST195 D4FWG0 28204433 {RNA binding Not Available
2283 Transcriptional rfegulatory protein SrrA. Staphylococcus aureus Strain MRSA252 QBGGK6 - 15213324 DNA binding Not Available
(Staphylococcal respiratory response protein A)
9884231; 17951380;
2284 Serine-aspartate repeat-containing protein C Staphylococcus aureus Strain Newman 086487 - 20090838; 25115812; Not Available Not Available
28320940
2285 Global Transcriptional regulator Spx Staphylococcus aureus Strain NCTC 8325 / | 561u6 - 16788195; 23629700; Not Available Not Available
PS 47 32117138
Transcription antitermiNot Availabletion protein DNA binding, Transcription
2286 P RfaH P! Escherichia coli 06:K15:H31 Strain 536 / UPEC QOTAL4 - 16879640; 16452414 antitermination factor activity, Not Available
DNA binding
- . 11489123; 9278503; - -
2087 |MTH-ype Transcriptional regulator Mir (MerR-like Escherichia coli Strain K12 P33358 - 16738553; 20874755; | DA binding, DNA-binding Not Available
regulator A) Transcription factor activity
23708798
9278503; 16738553;
2288 Uncharacterized fimbrial-like protein SfmF Escherichia coli Strain K12 P38052 - 2183007; 7984428; Not Available Not Available
20345943
Transcriptional regulatory protein SrrA . _ 15774886; 16859493; - .
2289 (Staphylococcal respiratory response protein A) Staphylococcus aureus Strain COL Q5HFTO 17384184; 24222487 DNA binding Not Available
2290 Transcriptional regulatory protein SrrA Staphylococcus aureus Strain N315 Q7A5H6 - 11418146; 15590099 DNA binding Not Available
(Staphylococcal respiratory response protein A)
2291 Uncharacterized fimbrial-like protein YraH Escherichia coli Strain K12 P42913 - 927852%33;415%128553; Not Available Not Available
2292 Uncharacterized fimbrial-like protein SfmH Escherichia coli Strain K12 P75715 - 927852%33;415%128553; mannose binding Not Available
Accessory Sec system protein translocase subunit| Streptococcus pneumoniae | Strain ATCC BAA-334 - 11463916; 16861665; . .
2293 Secy2 serotype 4 / TIGR4 Q97P79 18507531: 20714350 Not Available Not Available
2094 | Sensorprotein SiB (EC 2.7.13.3) (Staphylococeal | g0 1o occus aureus Strain MW2 Q8NWF3 -~ 12044378 ATP binding, phosphorelay Not Available
respiratory response protein B) sensor kinase activity
2095 | Sensor protein SiB (EC 2.7.13.3) (Staphylococeal | g0 1o occus aureus Strain N315 Q7ASH7 -~ 11418146 ATP binding, phosphorelay Not Available
respiratory response protein B) sensor kinase activity
2095 | Sensorprotein SrB (EC 2.7.13.3) (Staphylococeal | g0 1o occus aureus Strain MRSA252 Q6GGK7 -~ 15213324 ATP binding, phosphorelay Not Available
respiratory response protein B) sensor kinase activity
2297 Major fimbrium anchoring subunit FimB Porphyromonas gingivalis AOPAT72 - 17081195; 20530728 Not Available Not Available
2298 Minor fimbrium subunit Mfa1 (53 kDa fimbrilin) Porphyromonas gingivalis PODOA1 - 26001707 Not Available Not Available
ATP binding, phosphorelay
2299 Sensor protein VraS (EC 2.7.13.3) Staphylococcus aureus Strain MRSA252 QB6GFH2 - 15213324 sensor kinase activity, protein Not Available
dimerization activity
23S rRNA (cytidine-2'-O)-methylTransferase TlyA — 18389311; 23971210; -
2300 (EC 2.1.1.226) (23S rRNA (cytidine1920-2"-0)- Ca.’"F”’.‘”’""C'f”e’g’ggi”;é”" Strain 81-176 AOAOH3PEK? -~ 24796671; 29404277; Methy'T'a"Sf;;Zsis activity, RNA Not Available
methylTransferase) (Hemolysin A) Jejunt serotype - 32134554 9
2301 | Sensorprotein SrB (EC 2.7.13.3) (Staphylococeal | g0 1o occus aureus Strain MSSA476 Q6G973 -~ 15213324 ATP binding, phosphorelay Not Available

respiratory response protein B)

sensor kinase activity
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Probable autotransporter YfalL [Cleaved into: 196270358853573;'96207887%0136;'
2302 Probable secreted autotransporter protein Yfal; Escherichia coli Strain K12 P45508 - 2834621"7567469" serine-type peptidase activity Not Available
Probable autotransporter YfaL translocator] 16522795: 22344647
. N . L . . 8202364; 9278503; .
2303 Uncharacterized fimbrial-like protein YadM Escherichia coli Strain K12 P37018 - 16738553 20345943 Not Available Not Available
Diguanylate cyclase activity,
2304 Uncharacterized protein YhcK Bacillus subtilis Strain 168 P54595 - 8969498; 9384377 phosphorelay sensor kinase Not Available
activity
. N . L . . 8905232; 9278503; .
2305 Uncharacterized fimbrial-like protein YbgD Escherichia coli Strain K12 P37909 - 16738553; 7984428 Not Available Not Available
2306 Uncharacterized fimbrial-like protein YfcQ Escherichia coli Strain K12 P76500 - 927852%3&;415%128553; Not Available Not Available
. . Strain CFT073 / . .
2307 | Autotransporter adnesin UpaG (Type § secretion | - 2o ioia ol 06:H1 ATCC 700928 / | AOAOH2VCA1 - 12471187, 18424525; Not Available Not Available
system autotransporter YadA) UPEC 22286983
X N . L . . 8202364; 9278503; .
2308 Uncharacterized fimbrial-like protein YadL Escherichia coli Strain K12 P37017 - 16738553: 20345943 Not Available Not Available
. N . L . . 8905232; 9278503; .
2309 Uncharacterized fimbrial-like protein YcbV Escherichia coli Strain K12 P75860 - 16738553 20345943 Not Available Not Available
ATP binding, phosphorelay
2310 Sensor protein VraS (EC 2.7.13.3) Staphylococcus aureus Strain MW2 Q7A0H9 - 12044378 sensor kinase activity, protein Not Available
dimerization activity
2311 Uncharacterized fimbrial-like protein YehD Escherichia coli Strain K12 P33343 - 927852%3&;415%128553; Not Available Not Available
. N . L . . 8202364; 9278503; .
2312 Uncharacterized fimbrial-like protein YadN Escherichia coli Strain K12 P37050 - 16738553 20345943 Not Available Not Available
. N . . L . . 9278503; 16738553; . .
2313 Uncharacterized fimbrial-like protein YgiL Escherichia coli Strain K12 P39834 - 1917833; 7984428 Not Available Not Available
Probable two-component-system connector protein 9278503; 16738553;
2314 P Yo % p Escherichia coli Strain K12 P75991 - 14527658; 18174134; Not Available Not Available
9 19172264; 19240136
X N . L . . 9097040; 9278503; .
2315 Uncharacterized fimbrial-like protein YehA Escherichia coli Strain K12 P33340 - 16738553 20345943 Not Available Not Available
7584024; 9384377
2316 Protein Veg Bacillus subtilis Strain 168 P37466 - 6181373; 6790516; Not Available Not Available
12761295; 23378512
X N . L . . 8202364; 9278503; .
2317 Uncharacterized fimbrial-like protein YadK Escherichia coli Strain K12 P37016 - 16738553 20345943 Not Available Not Available
Probable two- t-syst f tei 9278503; 16738553;
2318 robable two-component-system conneclor protein Escherichia coli Strain K12 P75992 - 18174134; 19172264; Not Available Not Available
YmgA
19240136
ATP binding, phosphorelay
2319 Sensor protein VraS (EC 2.7.13.3) Staphylococcus aureus Strain COL Q5HEN9 - 15774886 sensor kinase activity, protein Not Available
dimerization activity
Strain Mu3 / ATCC ATP binding, phosphorelay
2320 Sensor protein VraS (EC 2.7.13.3) Staphylococcus aureus 700698 Q9KWKS8 - 10708580; 17954695 sensor kinase activity, protein Not Available
dimerization activity
7610040; 9278503
Putative iNot Availablective recombiNot L " . 16738553; 16385049; " .
2821 | Availabletion-promoting nuclease-like protein YjiP Escherichia coli Strain K12 PODP21 - 26162088; 26618540; Not Available Not Available
28096446
2322 Uncharacterized protein YcgV Escherichia coli Strain K12 P76017 - 92785:36;?;238553; Not Available Not Available
ATP binding, phosphorelay
2323 Sensor protein VraS (EC 2.7.13.3) Staphylococcus aureus Strain MSSA476 Q6G849 - 15213324 sensor kinase activity, protein Not Available
dimerization activity
2324 Uncharacterized fimbrial-like protein YfcP Escherichia coli Strain K12 P76499 - 927852%33;415%128553; Not Available Not Available
2325 Uncharacterized fimbrial-like protein YfcR Escherichia coli Strain K12 P76501 - 927852%33;415%128553; Not Available Not Available
X N . L . . 8905232; 9278503; .
2326 Uncharacterized fimbrial-like protein YcbU Escherichia coli Strain K12 P75859 - 16738553: 20345943 Not Available Not Available
2327 Uncharacterized fimbrial-like protein YfcV/ Escherichia coli Strain K12 P77288 - 9205837; 9278503; Not Available Not Available

16738553; 20345943
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2328 Uncharacterized fimbrial-like protein YdeR Escherichia coli Strain K12 P77294 - 9097?:?52};573?503: Not Available Not Available
2329 Uncharacterized fimbrial-like protein YraK Escherichia coli Strain K12 P43319 - 927852%33;415%128553; Not Available Not Available
2330 Uncharacterized protein YtrP Bacillus subtilis Strain 168 034325 - 1699%";%;423737221; Diguanylate cyclase activity Not Available
2331 | A2 transport protein TgsA (Transport of quorum- Shigella flexneri POAFS6 -~ 12384590; 12704152 Not Available Not Available

sensing signalprotein)
X . L . . 9097040; 9278503; . .
2332 Uncharacterized protein YeeJ Escherichia coli Strain K12 P76347 - 16397293: 16738553 Not Available Not Available
' ) 11418146; 12864861; | /10 binding, phosphorelay '
2333 Sensor protein VraS (EC 2.7.13.3) Staphylococcus aureus Strain N315 Q99sZ7 - . sensor kinase activity, protein Not Available
21173175; 25899124 A "
dimerization activity
8202364; 9278503;
2334 Uncharacterized fimbrial-like protein YadC Escherichia coli Strain K12 P31058 - 16738553; 8096212; Not Available Not Available
20345943
2335 Uncharacterized fimbrial-like protein YdeS Escherichia coli Strain K12 P77789 - 9097?:?52};573?503: Not Available Not Available
Strain LT2 /
2336 Protein LpfE Salmonella typhimurium SGSC1412 | ATCC P43664 - 7721701; 11677609 Not Available Not Available
700720
DNA-binding Transcription
. . activator activity, phosphorelay
2337 Transcriptional regulatory protein QseB Escherichia coli Strain K12 P52076 - 9278503, _16738553’ response regulator activity, Not Available
11929534; 16352847 AP
Transcription cis-regulatory
region binding
Extracellular matrix regulatory protein A (Regulator ; " . _ 9384377; 19363116; - §
2338 of extracellular matrix A) Bacillus subtilis Strain 168 Q7WY72 23396918; 23646920 DNA binding Not Available
Extracellular matrix regulatory protein B (Regulator 2987847; 7584024;
2339 guatory pro‘e 9 Bacillus subtilis Strain 168 P37525 - 9384377; 19383706; Not Available Not Available
of the extracellular matrix B)
19363116
Cyclic di-GMP-binding protein (Cellulose synthase StrainLT2 | 11260463; 11929533;
2340 v 9P ; v Salmonella typhimurium | SGSC1412 / ATCC |  Q93IN1 - ; g Not Available Not Available
regulatory subunit) 700720 11677609
2341 Quorum-quenching protein AidA (Quorum- Acinetobacter baumannii Strain MDR-ZJ06 G2JHL6 -~ 21788470; 28328989 Hydrolase activity Not Available
quenching enzyme) (QQ enzyme)
16109881; 19124575;
. . . L . 21085179; 23882017 . L .
2342 Toxin CdiA (CdiA-EC93) Escherichia coli Q3YL9%6 - 25174572: 28351921+ toxin activity Not Available
30388452
Strain ATCC 17978 /
Fosfomycin resistance protein AbaF . L. CIP 53.77 | LMG _ . Transmembrane transporter .
2343 (Acinetobacter baumannii fosfomycin efflux) Acinetobacter baumannii 1025 / NCDC KC755 PODPR5 17344419; 27650185 activity Not Available
/ 5377
DNA-binding Transcription
Strain ATCC 700392 / 9252185; 11751811; Ta‘gr"":c‘r‘l’ 't?;:":'e'y’r ;ﬁg\r 2';?\1?‘9
2344 Transcriptional regulatory protein ArsR Helicobacter pylori 26695 Campylobacter 024973 - 16672598; 22865848; P P ¥, Not Available
? | phosphorelay response regulator
pylori 25997502; 27432830 L NN
activity, Transcription cis-
regulatory region binding
X . ; . . 8969506; 9384377; . .
2345 Uncharacterized Membrane protein EpsK Bacillus subtilis Strain 168 P71060 - 19383706+ 15661000 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GlcNAc synthase) (EC 2.4.1.-) (Biofilm . .
2346 polysaccharide intercellular adhesin synthesis Staphylococcus aureus Strain NCTC 8325 / Q9RQPY - 10496925 Acetyl glucosan.\ll.'lyl transferase Not Available
i o . . activity
protein IcaA) (Biofilm PIA synthesis protein IcaA)
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GlIcNAc synthase) (EC 2.4.1.-) (Biofilm Acetyl glucosaminyl transferase
2347 polysaccharide intercellular adhesin synthesis Staphylococcus aureus Strain COL QS5HCN1 - 15774886 Vg niny Not Available
g o . . activity
protein IcaA) (Biofilm PIA synthesis protein IcaA)
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GlcNAc synthase) (EC 2.4.1.-) (Biofilm . .
2348 polysaccharide intercellular adhesin synthesis Staphylococcus aureus Strain MuS0 / ATCC Q99QX3 - 11418146 Acetyl glucosan.\ll.'lyl transferase Not Available
g . : . 700699 activity
protein IcaA) (Biofilm PIA synthesis protein IcaA)
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GlcNAc synthase) (EC 2.4.1.-) (Biofilm Acetyl glucosaminyl transferase
2349 polysaccharide intercellular adhesin synthesis Staphylococcus aureus Strain N315 Q7A351 - 11418146 Vg niny Not Available
g o . . activity
protein IcaA) (Biofilm PIA synthesis protein IcaA)
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GloNAc synthase) (EC 2.4.1.-) (Biofilm Acetyl glucosaminyl transferase
2350 polysaccharide intercellular adhesin synthesis Staphylococcus aureus Strain MRSA252 Q6GDD8 - 15213324 ng Y Not Available

protein IcaA) (Biofilm PIA synthesis protein IcaA)
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)

activity
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Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GloNAc synthase) (EC 2.4.1.-) (Biofilm Acetyl glucosaminyl transferase
2351 polysaccharide intercellular adhesin synthesis Staphylococcus aureus Strain MSSA476 Q6G608 - 15213324 activity Not Available
protein IcaA) (Biofilm PIA synthesis protein IcaA)
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GlIcNAc synthase) (EC 2.4.1.-) (Biofilm Acetyl glucosaminyl transferase
2352 polysaccharide intercellular adhesin synthesis Staphylococcus aureus Strain MW2 Q8NUI7 - 12044378 activity Not Available
protein IcaA) (Biofilm PIA synthesis protein IcaA)
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GloNAc synthase) (EC 2.4.1.-) (Biofilm Acetyl glucosaminyl transferase
2353 polysaccharide intercellular adhesin synthesis Staphylococcus epidermidis Q8GLC5 - 15096544 activity Not Available
protein IcaA) (Biofilm PIA synthesis protein IcaA)
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase
(PNot AvailableG synthase) (Poly-beta-1, 6-
GlIcNAc synthase) (EC 2.4.1.-) (Biofilm . . . .
2354 polysaccharide intercellular adhesin synthesis Staphylococcus epidermidis Strain ARTF(,:S(;:SQM ! Q5HKQO - 880972&’5385;074886’ Acetyl glucosartw_u_ntyl transferase Not Available
protein IcaA) (Biofilm PIA synthesis protein IcaA) activity
(Intercellular adhesion protein A) (N-
acetylglucosaminylTransferase IcaA)
Poly-beta-1, 6-N-acetyl-D-glucosamine N-
deacetylase (PNot AvailableG N-deacetylase) _ Hydrolase activity, acting on
2355 (Poly»pet.a-t 6-GleNAc N»dgacetylase) EC 3'?'1'_ Staphylococcus aureus Strain NCTC 8325 / Q9RQP7 - 10496925 carbon-nitrogen (but not peptide) Not Available
) (Biofilm polysaccharide intercellular adhesin PS 47 b - B
o onds, in linear amides
deacetylase) (Biofilm PIA deacetylase)
(Intercellular adhesion protein B)
Poly-beta-1, 6-N-acetyl-D-glucosamine N-
deacetylase (PNot AvailableG N-deacetylase) Hydrolase activity, acting on
2356 (Poly»pet.a-t 6-GleNAc N»dgacetylase) EC 3'?'1'_ Staphylococcus epidermidis Q6TYB1 - 15096544; 15501828 | carbon-nitrogen (but not peptide) Not Available
) (Biofilm polysaccharide intercellular adhesin bonds, in linear amides
deacetylase) (Biofilm PIA deacetylase) !
(Intercellular adhesion protein B)
Poly-beta-1, 6-N-acetyl-D-glucosamine N-
deacetylase (PNot AvailableG N-deacetylase) ) Hydrolase activity, acting on
2357 (Poly»pet.a-t 6-GleNAc N»dgacetylase) EC 3'?'1'_ Staphylococcus epidermidis Strain ATCC 35984 / Q5HKP8 - 8809760; 15774886 | carbon-nitrogen (but not peptide) Not Available
) (Biofilm polysaccharide intercellular adhesin RP62A b - B
o onds, in linear amides
deacetylase) (Biofilm PIA deacetylase)
(Intercellular adhesion protein B)
Probable poly-beta-1, 6-N-acetyl-D-glucosamine
export protein (PGA export protein) (Poly-beta-1, 6-| Strain NCTC 8325 / Acyltransferase activity,
2358 GIcNAc export protein) (Biofilm polysaccharide Staphylococcus aureus PS 47 Q9RQP6 - 10496925 transferring groups other than Not Available
intercellular adhesin export protein) (Biofilm PIA amino-acyl groups
export protein) (Intercellular adhesion protein C)
Probable poly-beta-1, 6-N-acetyl-D-glucosamine
export protein (PGA export protein) (Poly-beta-1, 6-| Acyltransferase activity,
2359 GIcNAc export protein) (Biofilm polysaccharide Staphylococcus epidermidis P69518 - 15096544; 15501828 transferring groups other than Not Available
intercellular adhesin export protein) (Biofilm PIA amino-acyl groups
export protein) (Intercellular adhesion protein C)
Probable poly-beta-1, 6-N-acetyl-D-glucosamine
export protein (PGA export protein) (Poly-beta-1, 6-| . . . Acyltransferase activity,
2360 GIcNAc export protein) (Biofilm polysaccharide Staphylococcus epidermidis Strain /T;I"%ZABSQM ! Q5HKP7 - 880973&385;074886’ transferring groups other than Not Available
intercellular adhesin export protein) (Biofilm PIA amino-acyl groups
export protein) (Intercellular adhesion protein C)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthesis
protein IcaD (PGA synthesis protein IcaD) (Poly-
2361 beta-1, 6-GloNAc synthesis protein lcaD) (Biofilm | o, 100000 aureus Strain NCTC 8325 / | 9pqpg -~ 10496925 Not Available Not Available
polysaccharide intercellular adhesin synthesis PS 47
protein IcaD) (Biofilm PIA synthesis protein IcaD)
(Intercellular adhesion protein D)
Biofilm operon icaADBC HTH-type negative Strain NCTC 8325 / DNA-binding Transcription factor
2362 Transcriptional regulator IcaR (Intercellular Staphylococcus aureus Q9RQQ0O - 10496925 activity, Transcription cis- Not Available
adhesion protein R) regulatory region binding
8969508; 9384377
. . 9694797; 9823656; . .
2363 signalpeptidase | W (SPase |) (EC 3.4.21.89) Bacillus subtilis Strain 168 P54506 - 10049401: 10464223; |  Serine-type endopeplidase Not Available
(Leader peptidase 1) 10559173: 16430695- activity
23646920
Endoglucanae (EC 3.2.1.4) Strain LT2 / 11260463: 11929533:
2364 (Carboxymethylcellulase) (CMCase) (Cellulase) Salmonella typhimurium SGSC1412 /| ATCC Q8ZLB7 - 116%7609 ’ Sellulase activity Not Available
(Endo-1, 4-beta-glucanae) 700720
Major fimbrium subunit FimA type-4 (Fimbrillin) Lo 7902712; 7851739; . .
2365 (Fimbrilin (Major fimbrial subunit protein type IV) Porphyromonas gingivalis Q51827 - 1987052: 11748193 Structural protein Not Available
. PhosphoTransferase activity, for
236 | Uncharacterized sugar Transferase EpsL (EC 2.~ Bacillus subtilis Strain 168 P71062 - 8969?;’&?3333773 other substiuted phosphgte Not Available
groups
2367 Biofilm architecture maintece protein MbaA Vibrio cholerae serotype O1 Sg??ﬁri%a%zg ! Q9KU26 - 10952132215;525?2809’ Not Available Not Available
. i ! Strain LT2 / Cellulose synthase (UDP-
2368 Cellulose synthase catalytic subunit [UDP-forming] Salmonella typhimurium SGSC1412 | ATCC Q93IN2 _ 11260463; 11929533; forrnln_g) activity, cyclic-di-GMP Not Available
(EC2.4.1.12) 700720 11677609 binding, hexosylTransferase
activity
DNA-binding Transcription
8817489; 8905232; activator activity, DNA-binding
L . o " . 9278503; 16738553; | Transcription repressor activity, .
2369 CsgBAC operon Transcriptional regulatory protein Escherichia coli Strain K12 P52106 - 16513732; 17010156; Identical protein binding, Not Available
24212724 Transcription cis-regulatory
region binding
2370 Surface composition regulator Escherichia coli 0139:H28 Strain E24377A / A7ZRTO - 18676672 Not Available Not Available
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2371 Surface composition regulator Escherichia coli 0127:H6 Strain E2348 /69 / B7UIVT - 18952797 Not Available Not Available
2372 Surface composition regulator Escherichia coli 045:K1 Strain S88 / ExPEC B7MAC5 - 19165319 Not Available Not Available
2373 Surface composition regulator Escherichia coli Strain 55989 / EAEC B7LGY3 - 19165319 Not Available Not Available
2374 Surface composition regulator Escherichia coli O157:H7 P64244 - 11206551; 11258796 Not Available Not Available
2375 Surface composition regulator Escherichia coli 0157:H7 StrainEE{(ézg 5/ B5YR89 - 22135463 Not Available Not Available
2376 Surface composition regulator Escherichia coli O7:K1 Strain IAI39 / ExPEC B7NJR2 - 19165319 Not Available Not Available
2377 Surface composition regulator Escherichia coli 081 Strain ED1a B7N052 - 19165319 Not Available Not Available
2378 Surface composition regulator Escherichia coli 08 Strain IAI1 B7LZJ8 - 19165319 Not Available Not Available
2379 Surface composition regulator Escherichia coli Straln/Késvégl;/IZCMOO C4zQW6 - 19376874 Not Available Not Available
2380 Surface composition regulator Escherichia coli Strain K12 / DH10B B1XG54 - 18245285 Not Available Not Available
2381 Surface composition regulator Escherichia coli 09:H4 Strain HS ABA4K4 - 18676672 Not Available Not Available
2382 Surface composition regulator Escherichia coli 06:K15:H31 Strain 536 / UPEC QO0TD58 - 16879640 Not Available Not Available

Strain CFT073 /
2383 Surface composition regulator Escherichia coli O6:H1 ATCC 700928 / P64243 - 12471157 Not Available Not Available
UPEC
2384 Surface composition regulator Escherichia coli 017:K52:H18 Straiv&;JFl:/lIEl\g)% ! B7ND37 - 19165319 Not Available Not Available
2385 Surface composition regulator Escherichia coli Strain SE11 B61419 - 18931093 Not Available Not Available
2386 Surface composition regulator Escherichia coli sua.gs(l\:nsg-s ! B1LF40 - 18708504 Not Available Not Available
2387 Surface composition regulator Escherichia coli Strain UTI89 / UPEC Q1R6T2 - 16585510 Not Available Not Available
2388 Surface composition regulator Salmonella choleraesuis Strain SC-B67 Q57JR3 - 15781495 Not Available Not Available
2389 Surface composition regulator Salmonella enteritidis PT4 Strain P125109 B5QZ33 - 18583645 Not Available Not Available
2390 Surface composition regulator Salmonella paratyphi A Stralnsl‘;;l'g&gﬁo / Q5PC89 - 15531882 Not Available Not Available
2391 Surface composition regulator Salmonella paratyphi A Strain AKU 12601 B5BG08 - 19159446 Not Available Not Available
2392 Surface composition regulator Salmonella typhi P58615 - 11677608; 12644504 Not Available Not Available
Strain LT2 /
2393 Surface composition regulator Salmonella typhimurium SGSC1412 / ATCC P58614 - 11677609 Not Available Not Available
700720
2394 Surface composition regulator Shigella dysen;‘erlae serotype Strain Sd197 Q32BR9 - 16275786 Not Available Not Available
2395 Surface composition regulator Shigella flexneri Q7UBJO - 12384590; 12704152 Not Available Not Available
2396 Surface composition regulator Shigella sonnei Strain SS046 Q3YXJ3 - 16275786 Not Available Not Available
Strain LT2 / X .
2397 Cellulose synthase operon protein C Salmonella typhimurium SGSC1412 / ATCC Q8zLB8 - 11260463; 11929533; Not Available Not Available
700720 11677609
2398 Major fimbrium tip subunit FimE Porphyromonas gingivalis 032390 - 8981345; 17526848 Host cell e);};zci:!ular matrix Not Available
9097040; 9278503;
; 16738553; 16585767, . L
2399 2P;°7bzg')e(dc'§|‘|’jgf:t: oyelase Dgoa (DGC) gﬁ) Escherichia coli Strain K12 P76330 - 17010156; 19332833, | iguanviate eyclass activiy, Not Available
s 4 gulatory p 20303158; 21181144; % 9
26148715
Autotransporter adhesin EhaG (Type 5 secretion L " : _ 11206551; 11258796; . .
2400 system autotransporter EhaG) Escherichia coli 0157:H7 Q7DJ60 27056233: 22286983 Not Available Not Available
2401 Uncharacterized glycosylTransferase EpsJ (EC Bacillus subtilis Strain 168 P71059 - 8969506; 9384377; Not Available
24.--) 15661000
" . . . 8969506; 9384377 . .
2402 Putative pyruvyl Transferase Epsl (EC 2.-.-.-) Bacillus subtilis Strain 168 P71058 - 15175311: 15661000 Transferase activity Not Available
Lysobact iciresist Hydrolase activity, acting on
2403 Hemin storage protein ysobacler arseniciresistens AOAOAOF1X8 - 26516404 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Lysobacter arseniciresistens _ Acetyl glucosaminyl transferase .
2404 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) 7579 AOADAOEWS4 26516404 activity Not Available
2405 Type |l toxin-antitoxin system MgsR family toxin Pseudomonas panacis AOATY1IL75 - 32587583 Not Available Not Available
N 4 AN . . ~ Hydrolase activity, acting on
2406 Poly-beta-1, 6-N-acetyl-D-glucosamine N Desulfobulbaceae bacterium AOA7V5EKUVY - 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
2407 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Desulfobulbaceae bacterium AOA7V5V5A8 31911466 activity Not Available
2408 Toxin mRNA interferase YgiU Pseudomonas furukawaii L8MLK2 - 22843571 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ Acetyl glucosaminyl transferase .
2409 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Desulfobulbaceae bacterium AO0A7V5FPJ1 31911466 activity Not Available
2410 Poly-beta-1, 6-N-acetyl-D-glucosamine Desulfobulbaceae bacterium AOATVSFPJ3 -~ 31911466 Not Available Not Available
biosynthesis protein PgaD
N 1 AN e . ~ Hydrolase activity, acting on
2411 Poly-beta-1, 6-N-acetyl-D-glucosamine N Desulfobulbaceae bacterium AOATV5KV26 - 31911466 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
2412 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas panacis AOA7Y1IRFO 32587583 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . _ Acetyl glucosaminyl transferase .
2413 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Aeromona salmonicida Strain A449 A4SIQ6 18801193 activity Not Available
2414 Surface composition regulator Cronobacter sakazakii 696 K8CNU6 - 23166675 Not Available Not Available
2415 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas panacis AOATY1IRDA - 32587583 Not Available Not Available
biosynthesis protein PgaD
2416 Poly-beta-1, 6-N-acetyl-D-glucosamine Desulfobulbaceae bacterium AOA7V5VA4Z0 -~ 31911466 Not Available Not Available
biosynthesis protein PgaD
2417 Poly-beta-1, 6-N-acetyl-D-glucosamine Enterobacter spp. AOA3D2B4K2 - 30148503 Not Available Not Available
biosynthesis protein PgaD (Fragment)
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . . - Acetyl glucosaminyl transferase .
2418 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter wuhouensis AO0A385C658 30117799 activity Not Available
2419 Uncharacterized protein Photorhabdus temperata TOPAQO - 24029767 Not Available Not Available
subspp. temperata M1021
. o . Hydrolase activity, acting on
. . Yersinia enterocolitica subspp. | Strain DSM 13030 / _ o N .
2420 Biofilm PGA synthesis deacetylase PgaB palearctica serotype O:3 CIP 106945 / Y11 AOAOH3NVK7 21296963 carbon: nltrogzgn(g:t not peptide) Not Available
- . - . Yersinia enterocolitica subspp. | Strain DSM 13030 / _ . .
2421 Biofilm PGA synthesis auxiliary protein PgaD palearctica serotype O:3 CIP 106945 / Y11 AOAOH3NSA5 21296963 Not Available Not Available
2422 Uncharacterized protein Rhodocyclales bacterium AOA1G3H3U9 - 27774985 Not Available Not Available
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2423 Uncharacterized protein Syntrophomona W,o”e' subspp. | Strain DSM 22458 / QOAU88 - 21966920 Not Available Not Available
wolfei Goettingen
: . y Yersinia enterocolitica subspp. | Strain DSM 13030 / _ . .
2424 Toxin mRNA interferase YgiU palearctica serotype O:3 CIP 106945 / Y11 AOAQH3NTG7 21296963 Not Available Not Available
DUF1471 domain-containing protein (Multiple
2425 stress resistance protein BhsA) (Outer Membrane Salmonella typhimurium AOAOF7J832 - 26089426; 30286803 Not Available Not Available
protein) (Putative outer Membrane protein)
2426 Surface composition regulator Serratia marcescens AOAOFBKTF3 - 28536292 Not Available Not Available
2427 Surface composition regulator Serratia marcescens AOAOA5LSU7 - 28536292 Not Available Not Available
2428 Poly-be.ta-1, 6-N».acety|-l?»glucosam|ne Serratia marcescens AO0A2V4G8U1 - 21967170; 30286803 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase _ Acetyl glucosaminyl transferase .
2429 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas yamanorum AOA145XGR5 27231373 activity Not Available
2430 Surface composition regulator Salmonella .enter/ca subspp. Poona AOA4ZOKU92 - 30286803 Not Available Not Available
enterica serovar
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . y - Acetyl glucosaminyl transferase .
2431 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter venetianus AOA150HR71 26902269 activity Not Available
Biofilm PGA synthesis auxiliary protein PgaD
2432 (Biofilm PGA synthesis pr.oteln. PgaD) (?Olybet?- Pseudomonas yamanorum AOA145XGQ4 - 27231373 Not Available Not Available
1, 6-N-acetyl-D-glucosamine biosynthesis protein
PgaD)
10722605; 19289515;
2433 Toxin CdiA Neisseria meningitidis Q9JPE3 - 28505234; 30485280; Toxin activity Not Available
10722605
2434 Surface composition regulator Salmonella typhimurium ADA0J5E264 - 30286803 Not Available Not Available
2435 Surface composition regulator Serratia marcescens AOA7D6C0OQ8 - 21967170; 30286803 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - . Acetyl glucosaminyl transferase .
2436 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Serratia marcescens AOA7D6BXB5 21967170; 30286803 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . _ ) Acetyl glucosaminyl transferase .
2437 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Serratia marcescens AOAQAS5LTO3 28536292; 28636609 activity Not Available
2438 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter seifertii NBQXR6 -~ 25563912 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . P - Acetyl glucosaminyl transferase .
2439 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter seifertii N8QY22 25563912 activity Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine N- Hydrolase activity, acting on
2440 deacetylase (Poly-beta-1, 6-N-acetyl-D- Serratia marcescens AOAOG3SWE7 - 28636609 carbon-nitrogen (but not peptide) Not Available
glucosamine N-deacetylase PgaB) bonds
Guanosine-3', 5'-
Guanosine-3', 5-bis(diphosphate) 3'- - - bis(diphosphate) 3'- .
2441 diphosphatase (EC 3.1.7.2) Salmonella enteritidis KO0A192 30286803 diphosphatase activity, kinase Not Available
activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . P _ Acetyl glucosaminyl transferase .
2442 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Acinetobacter seifertii N8sS570 25563912 activity Not Available
2443 Surface composition regulator Salmonella .enter/ca subspp. Heidelberg AOA265B3W8 - 30286803 Not Available Not Available
enterica serovar
. - . . . Arthrobacter . .
2444 Type Il toxin-antitoxin system MqsR family toxin Pseudomonas putida . AOA550F6I7 - 19827713 Not Available Not Available
siderocapsulatus
2445 Surface composition regulator Salmonella .enter/ca subspp. Typhimurium var. 5- | AOA5SW1BAQ5 - 30286803 Not Available Not Available
enterica serovar
2446 Surface composition regulator Salmone/l:r?;()tﬁ;/eca subspp. AOA3Z4INS2 - 30286803 Not Available Not Available
2447 Surface composition regulator Salmonella paratyphi A AOA3U5EDJ2 - 22190395; 30286803 Not Available Not Available
2448 Flagellin Acidovorax citrulli Acidovorax avenae A5HIK5 - 20807236; 21554180 Structural protein Not Available
subspp. citrulli
Poly-beta-1, 6-N-acetyl-D-glucosamine Deltaproteobacteria bacterium - p P
2449 biosynthesis protein PgaD HGW-Deltaproteobacteria-4 AOA2N2FUX1 28350393 Not Available Not Available
2450 Toxin mRNA interferase YgiU Yersinia enterocoliica subspp. Strain YE-P4 AOATH4ZBT2 - 23846271 Not Available Not Available
palearctica serotype O:3
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Yersinia enterocolitica subspp. . x . Acetyl glucosaminyl transferase .
2451 (Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) palearctica serotype 0:3 Strain YE-P4 AOATHAZKRY 23846271 activity Not Available
2452 Type Il toxin-antitoxin system MgsR family toxin | Pseudomonas spp. WS 5532 A0A7Y0Z345 - 32587583 Not Available Not Available
2453 Poly-beta-1, 6-N-acetyl-D-glucosamine Pseudomonas spp. WS 5532 AOATYOZEM5 - 32587583 Not Available Not Available
biosynthesis protein PgaD
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
2454 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Acinetobacter spp. ACNIH4 AOA2S4TAES 29437920 activity Not Available
2455 Surface composition regulator Yersinia enterocolitica subspp. Strain YE-P4 AOA7H4ZIG3 . 23846271 DNA binding, DNA-directed DNA Not Available
palearctica serotype O:3 polymerase activity
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase N Acetyl glucosaminyl transferase .
2456 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Pseudomonas spp. WS 5532 AOA7YO0Z6L1 32587583 activity Not Available
N 1 AN . . ~ . . Hydrolase activity, acting on
2457 Poly-beta-1, 6-N-acetyl-D-glucosamine N Deltaproteobacteria bacterium AOA2N2FUZA - 28350393 carbon-nitrogen (but not peptide)|  Not Available
deacetylase PgaB HGW-Deltaproteobacteria-4 bonds
2458 Surface composition regulator Cronobacter dublinensis 1210 K8ANJ5 - 23166675 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase | Deltaproteobacteria bacterium - Acetyl glucosaminyl transferase .
2459 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) | HGW-Deltaproteobacteria-4 AOAZN2FUX4 28350393 activity Not Available
g PIPIN e . ~ Hydrolase activity, acting on
2460 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. WS 5532 AOATY0Z6L3 - 32587583 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB (EC 3.5.1.-) bonds
2461 Hemin storage system protein Yersinia enterocolitica subspp. Strain YE-P4 AOATHAZKV - 23846271 Not Available Not Available
palearctica serotype O:3
2462 mRNA interferase MqsR Photorhabdus thracensis AOAQF7LS53 - 26415660 Not Available Not Available
2463 Type Il toxin-antitoxin system MqsR family toxin Rhizobium spp. AOA3D3BHM1 - 30148503 Not Available Not Available
Strain ATCC 14580 /
DSM 13 / JCM 2505 /|
CCUG 7422 /| NBRC
2464 Secreted biofilm formation protein YgqxM Bacillus licheniformis 12200 / NCIMB 9375 QB65HF1 - 15461803 Not Available Not Available
/ NCTC 10341 /
NRRL NRS-1264 /
Gibson 46
2465 Surface composition regulator E"'e"’ba”;’,’vaﬁ;jlaf bacterium A0A218Q9C8 - 29437920 Not Available Not Available
2466 Poly-beta-1, 6-N-acetyl-D-glucosamine Acinetobacter spp. ACNIH4 AOA2S4TAG1 -~ 29437920 Not Available Not Available

biosynthesis protein PgaD
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2467 mMRNA interferase MgsR Photorhabdus khanii subspp. AOA4RAJWBS - 30688647 Not Available Not Available
gquanajuatensis
Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. - . .
2468 biosynthesis protein PgaD ESTM1D MKCIP4 1 AOA3Q8FUZ0 29765358 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Stenotrophomonas spp. _ Acetyl glucosaminyl transferase .
2469 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) ESTM1D MKCIP4 1 ADASSTKXH2 20765358 activity Not Available
Agrobacterium
. o . . . " tumefaciens . §
2470 Type Il toxin-antitoxin system MqsR family toxin Rhizobium radiobacter Agrobacterium AO0A546XJ46 - 31273398 Not Available Not Available
radiobacter
Strain ATCC 27009 /
DSM 446 / BCRC
14685 / JCM 5260 /
. . Alicyclobacillus acidocaldarius | KCTC 1825 / NBRC . .
2471 Uncharacterized protein subspp. acidocaldarius 15652 / NCIMB C8WT26 21304673 Not Available Not Available
11725 / NRRL B-
14509 / 104-1A
Bacillus acidocaldarius
2472 Biofilm PGA synthesis protein PgaD Escherichia coli 0157:H7 Strain EC869 AOAQH3PN65 - 21421787 Not Available Not Available
2473 Poly-beta-1, 6-N-acetyl-D-glucosamine Candidatus Manganitrophus AOA7X6DPUS - 32669693 Not Available Not Available
biosynthesis protein PgaD noduliformans
Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas spp. _ . .
2474 biosynthesis protein PgaD ESTM1D MKCIP4 1 AOA3S5GHZ3 29765358 Not Available Not Available
N 1 AN . . ~ Hydrolase activity, acting on
2475 Poly-beta-1, 6-N-acetyl-D-glucosamine N Acinetobacter spp. ACNIH2 AOA2LOHWNS - 20437920 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
. . . . Strain ATCC 700980 / . .
2476 Uncharacterized protein Desulfovibrio magneticus DSM 13731 / RS-1 C4XJ49 - 19675025 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
2477 (Poly-beta-1, 6-GIcNAC synthase) (EC 2.4.1.-) Aeromona sobria AO0A2N3IZW3 29276504 activity Not Available
2478 Poly-beta-1, 6-N-acetyl-D-glucosamine Oceanospirillales bacterium AOA7V2SRU5 - 31911466 Not Available Not Available
biosynthesis protein PgaD (Fragment)
Hydrolase activity, acting on
2479 Chitin deacetylase Aeromona sobria AOA2N3IZH4 - 29276504 carbon-nitrogen (but not peptide) Not Available
bonds
2480 Uncharacterized protein Candidalus Eisenbacteria AOA538U948 - 31110364 Not Available Not Available
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Stenotrophomonas spp. _ Acetyl glucosaminyl transferase .
2481 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) ESTM1D_MKCIP4_1 AOA3SSGHV1 20765358 activity Not Available
2482 Surface composition regulator Salmonella typhimurium Strain 4 /74 E8XBC6 - 21478351 Not Available Not Available
2483 Surface composition regulator Escherichia coli 0157:H7 Strain EC869 AOAOH3PT6E7 - 21421787 Not Available Not Available
2484 Poly-beta-1, 6-N-acetyl-D-glucosamine Methylococcaceae bacterium AOA351V596 -~ 30148503 Not Available Not Available
biosynthesis protein PgaD
Hydrolase activity, acting on
2485 Biofilm PGA synthesis lipoprotein PgaB Pectobacterium parmentieri AOAQH3ICP1 - 23045508 carbon-nitrogen (but not peptide) Not Available
bonds
2486 Hemin storage system, HmsS protein Pectobacterium parmentieri AOAOH3IBQ4 - 23045508 Not Available Not Available
N 1 AN e . ~ Hydrolase activity, acting on
2487 Poly-beta-1, 6-N-acetyl-D-glucosamine N Pseudomonas spp. AOA3DANT91 - 30148503 carbon-nitrogen (but not peptide) Not Available
deacetylase PgaB bonds
2488 Poly-beta-1, 6-N-acetyl-D-glucosamine Xenorhabdus budapestensis AOA2DO0J1F6 -~ 28993611 Not Available Not Available
biosynthesis protein PgaD
Hydrolase activity, acting on
2489 Polysaccharide deacetylase Xenorhabdus budapestensis AOA2D0J1D9 - 28993611 carbon-nitrogen (but not peptide) Not Available
bonds
Poly-beta-1, 6-N-acetyl-D-glucosamine synthase . - Acetyl glucosaminyl transferase .
2490 (Poly-beta-1, 6-GIcNAG synthase) (EC 2.4.1.-) Methylococcaceae bacterium AOA351KVS7 30148503 activity Not Available
2491 Surface composition regulator Salmonella enteritidis AOAOMOQID5 - 30286803 Not Available Not Available
2492 Surface composition regulator Salmonella enterica subspp. Agona AOA2TOHZUSG - 30286803 Not Available Not Available
enterica serovar
2493 Surface composition regulator Salmonella infantis A0A402RIUO - 30286803; 31476731 Not Available Not Available
2494 Poly-beta-1, 6-N-acetyl-D-glucosamine Serratia marcescens AOAG58C2L5 - 28636609 Not Available Not Available
biosynthesis protein PgaD
2495 Surface composition regulator Salmonella enterica subspp. Indiana AOA4YEN1C4 - 30286803 Not Available Not Available
enterica serovar
2496 Surface composition regulator Pectobacterium brasiliense AOAO0B6EFR3 - 32193231 DNA binding, DNA»dirggted DNA Not Available
polymerase activity
Pseudomonas
2497 Poly-beta-1, 6-N-acetyl-D-glucosamine Pectobacterium brasiliense maltophilia A0A2J0SHJ3 - 29170656 Not Available Not Available
biosynthesis protein PgaD Xanthomonas
maltophilia
Pseudomonas
2498 Poly-beta-1, 6-N-acetyl-D-glucosamine Stenotrophomonas maltophilia maltophilia A0A1S2B2J2 - 29170656 Not Available Not Available
biosynthesis protein PgaD Xanthomonas
maltophilia
2499 Surface composition regulator Salmonella houtenae AO0A5YBMAD3 - 30286803 Not Available Not Available
2500 Surface composition regulator Salmonella typhimurium AOAOF7JA38 - 26089426 Not Available Not Available
. Strain ATCC BAA-244 .
2501 Poly-beta-1, 6-N-acetyl-D-glucosamine synthase Burkholderia ambifaria / AMMD Burkholderia |  QOB9V6 - 25931592 Acetyl glucosaminy! transferase Not Available
(Poly-beta-1, 6-GIcNAc synthase) (EC 2.4.1.-) . . activity
cepacia Strain AMMD
S-ribosylhomocysteine lyase (EC 4.4.1.21) (Al-2 Lactobacillus Iron ion binding, S-
2502 synthesis protein) (Autoinducer-2 production Lacticaseibacillus rhamnosus A1XC58 - 17098890; 31477907 ribosylhomocysteine lyase Not Available

protein LuxS)

rhamnosus

activity




