Fig. S3

g741.t1

_| @®0GJ63154.1 hypothetical protein A3C52_03905 [Candidatus Peribacteria bacterium RIFCSPHIGHO2_
@®\WP_077333499.1 ankyrin repeat domain-containing protein [Hydrogenophaga sp. A37]"'

®\\VP_023829308.1 DNA helicase RecQ [Mesorhizobium sp. L103C120A0] "

r®WP_229498652.1 PEP-CTERM sorting domain-containing protein [Nostoc mirabile]'

|-.WP_229557219.1 hypothetical protein [Nostoc sp. XA010]'

@®3741.t1 C. ohadii' Superkingdom
WP_010872267.1 MULTISPECIES: hypothetical protein [unclassified Synechocystis]' ® Bacteria
WP_236933864.1 hypothetical protein, partial [Escherichia coli]' ® Eukaota
WP_237269857.1 hypothetical protein [Synechocystis sp. CACIAM 05]'

—@®\WP_024546873.1 unnamed protein product [Synechococcus sp. NKBG15041c]'
WP_051738720.1 hypothetical protein [Synechocystis sp. PCC 6714]'

WP_190595774.1 hypothetical protein [Synechocystis sp. FACHB-383]'

WP_194019835.1 hypothetical protein [Synechocystis salina]'

WP_194072022.1 hypothetical protein [Synechocystis sp. LEGE 06083]'



@®EMS54305.1 Protein TRANSPARENT TESTA 1 [Triticum urartu]

g1053.t1
@®\\WP_196838875.1 ribonuclease R [Brevundimonas sp. BAL450]
@®AEM98039.1 glyceraldehyde-3-phosphate dehydrogenase, partial [Staphylococcus petrasii]

—O®MCA1455099.1 hypothetical protein [Bradyrhizobium sp. BRP22]'

———e@WP_217869629.1 hypothetical protein [Pseudomonas maumuensis] '
®\\VP_014763035.1 alpha-glucosidase/alpha-galactosidase [Sinorhizobium fredii] '

@®XP_040511648.1 band 4.1-like protein 4A isoform X3 [Gallus gallus] '
®\\WP_112213964.1 MULTISPECIES: TerC family protein [Klebsiella] * o
Superkingdom
@ Bacteria

| ®\WP_106522024.1 7-carboxy- .7.deazaguan|ne synthase QueE [Taibaiella chishuiensis]'
@® Eukaryota

@®PRW33038.1 NADP-dependent malic enzyme [Chlorella sorokiniana]'
WP_051410955.1 FAD-dependent oxidoreductase [Synechococcus sp. CC9616]'

:91053 t1 C. ohadil’
—e®WP_162328701.1 flavin monoamine oxidase family protein [Synechocystis sp. CACIAM 05]'

WP_198805208. 1 flavin monoamine oxidase family protein [Leptolyngbya sp. BL0902]'
WP_190492864.1 flavin monoamine oxidase family protein [Phormidium sp. FACHB-1136]'

WP_159294704.1 flavin monoamine oxidase family protein [Microcystis aeruginosa]'
WP_149974935.1 flavin monoamine oxidase family protein [Microcystis aeruginosal]
WP_079205880.1 flavin monoamine oxidase family protein [Microcystis aeruginosal'
WP_002795809.1 flavin monoamine oxidase family protein [Microcystis aeruginosal’'
WP_159297833.1 flavin monoamine oxidase family protein [Microcystis aeruginosa]'
WP_147069505.1 flavin monoamine oxidase family protein [Microcystis aeruginosa]'




g1566.t1

®EIH0993223.1 als operon DNA-binding transcriptional repressor AlsR [Escherichia coli]

_| l ®QI122822.1 cytochrome oxidase subunit Il, partial [Cryptocercus laojunensis] '
®\VP_033018703.1 MULTISPECIES: dicarboxylate/amino acid:cation symporter [Geobacillus] '

@®PAW64842.1 hypothetical protein B9S36_01500 [Verrucomicrobiae bacterium Tous-C2TDCM]'

@®\\VP_102678430.1 MULTISPECIES: HAMP domain-containing histidine kinase [unclassified Pseudomonas] '
@®ORA09845.1 inner membrane protein YhjD [Mycobacterium asiaticum DSM 442977

_‘_‘ ®\\WP_121322312.1 hypothetical protein [Paraburkholderia sp. RAU2J] "
®\\VP_108913745.1 MFS transporter [Frankia sp. CglS1]' ;
®7LM8_N Chain N, CV38-142 Fab light chain [Homo sapiens] ' Superkingdom
@®\WP_142697519.1 hypothetical protein [Bdellovibrio sp. NCO1]' @ Bacteria
@® Eukaryota

._‘—CWP_053334201 .1 protein kinase [Gemmatimonas phototrophical'
®\WP_056210742.1 hypothetical protein [Aeromicrobium sp. Root344]'
®\VP_168210351.1 hypothetical protein [Persicimonas caeni]'
WP_188125677.1 S8 family serine peptidase [Actinoplanes lobatus]'
4‘__§WP_229807034.1 S8 family serine peptidase [Actinoplanes lobatus]'
WP_220143224.1 S8 family serine peptidase [Actinoplanes hulinensis]'

- @®31566.t1 C. ohadil'
®\WP_157370551.1 hypothetical protein [Vulgatibacter incomptus]'

®PRW51177.1 Serine threonine- kinase CTR1 [Chlorella sorokiniana]'




g1625.t1

WP_052388885.1 LCCL domain-containing protein [Belnapia moabensis]'
WP_202823652.1 LCCL domain-containing protein [Belnapia mucosa]'
——@®\WP_211851891.1 LCCL domain-containing protein [Roseomonas hellenical'
————  ®\WP_076600153.1 LCCL domain-containing protein [Aromatoleum tolulyticum]'
——®\WP_168040885.1 LCCL domain-containing protein [Roseomonas oryzicola]'
] L @®NXF03529.1 MK protein [Smithornis capensis]'

4|:|;C.WP_0522‘I4892.1 LCCL domain-containing protein [Belnapia sp. F-4-1]'

@®ERG89130.1 putative Zn-ribbon RNA-binding protein [halophilic archaeon JO7HX5]' Superkingdom
®91625.t1 C. ohadii' ® Bacteria
@®\WP_176612270.1 ribokinase [Ameyamaea chiangmaiensis] '
N | ®\BH2576701.1 alpha/beta hydrolase [Serratia marcescens]' @ Eukaryota
| @®KAE9526773.1 hypothetical protein AGLY_013421 [Aphis glycines]'

@®\\VP_237034784.1 single-stranded-DNA-specific exonuclease RecJ [Photobacterium damselae] '
®IBR4533150.1 serine protease [Bacteroidaceae bacterium]’'
—@®\WP_197097543.1 LCCL domain-containing protein [Pelagovum pacificum]'

WP_071971886.1 LCCL domain-containing protein [Sulfitobacter alexandrii]'

WP_148055261.1 LCCL domain-containing protein [Octadecabacter sp. SW4]'

WP_213547788.1 LCCL domain-containing protein [Vannielia litorea]'




g1879.t1

WP_238109639.1 type | DNA topoisomerase [Shewanella sp. ER-Te-42B-Light]'

WP_150023888.1 type | DNA topoisomerase [Alkalicaulis satelles]'
WP_009800677.1 type | DNA topoisomerase [Oceanicaulis sp. HTCC2633]'

— WP_022702085.1 type | DNA topoisomerase [Oceanicaulis alexandrii]'

| ®NDD70791.1 hypothetical protein [bacterium]’

I €g1879.11 C. ohadii’ Superkingdom
®PJC66222.1 hypothetical protein CO018_03035, partial [Candidatus Beckwithbacteria bacterium CG_4_9_14_0_2_um_filter_47_11]' @ Bacteria
‘@\WP_209350669.1 type | DNA topoisomerase [Roseomonas sp. PWR1]' @ Eukaryota

WP_211842754.1 type | DNA topoisomerase, partial [Roseomonas alkaliterrae]'

\WP_184486603.1 type | DNA topoisomerase [Roseomonas alkaliterrae]'

\WP_211844533.1 type | DNA topoisomerase [Roseomonas eburneal'
\WP_168041381.1 type | DNA topoisomerase [Roseomonas oryzicola]'
—®\\VP_230169641.1 type | DNA topoisomerase, partial [Roseomonas sp. CECT 92787




§3918.t1

@®ECF5899100.1 extensin family protein [Salmonella enterica subsp. salamae]'

—33918.t1 C. ohadii’
@®\/VP_098060892.1 glycosyltransferase family 8 protein [Longimonas halophila]'

fWP_181917559.1 glycosyltransferase family 8 protein [Cohnella phaseoli]'

‘WP_209074381 .1 glycosyltransferase family 8 protein [Cohnella sp. LGH]' )
Superkingdom
——@®\WP_119908160.1 glycosyltransferase family 8 protein [Carnobacterium divergens]' ® Bacteri
acteria
WP_233134834.1 glycosyltransferase family 8 protein [Terribacillus sp. 7520-G] ® Eukaryota

WP_216413835.1 glycosyltransferase family 8 protein [Bacillus atrophaeus]'
WP_214915915.1 glycosyltransferase family 8 protein [Bacillus sp. ISL-32]'

WP_063638219.1 glycosyltransferase family 8 protein [Bacillus atrophaeus]'
WP_010790322.1 glycosyltransferase family 8 protein [Bacillus atrophaeus]'
WP_212063969.1 glycosyltransferase family 8 protein [Bacillus atrophaeus]'



g4132.t1

@®\WP_241680649.1 NAD(P)H-binding protein [Pseudactinotalea suaedae]'

—@g4132.11 C. ohadii’
WP_190457390.1 SGNH/GDSL hydrolase family protein [Trichocoleus sp. FACHB-69]'

WP_190797293.1 SGNH/GDSL hydrolase family protein [Leptolyngbya sp. FACHB-541]'

WP_190646043.1 SGNH/GDSL hydrolase family protein [Oculatella sp. FACHB-28]' s Kinad
uperkingdom
WP_190680170.1 SGNH/GDSL hydrolase family protein [Leptolyngbya sp. FACHB-671]' @ Bacteri
acteria
@® Eukaryota

—@®\WP_227789039.1 SGNH/GDSL hydrolase family protein [Nodularia sp. LEGE 04288]'
WP_086760581.1 SGNH/GDSL hydrolase family protein [Nostoc sp. 106C]'
WP_086835637.1 SGNH/GDSL hydrolase family protein [Nostoc sp. RF31YmG]'
WP_229556092.1 SGNH/GDSL hydrolase family protein [Nostoc sp. XA010]'
WP_105221663.1 SGNH/GDSL hydrolase family protein [Gloeocapsopsis dulcis]'
—®\VP_082051807.1 SGNH/GDSL hydrolase family protein [Tolypothrix bouteillei]'




g4371.t1

@®XP_007512226.1 agmatinase [Bathycoccus prasinos] '

®\BP8641882.1 hypothetical protein [Prevotella sp.]'
®KAF7593749.1 hypothetical protein BBP40_010925 [Aspergillus hancockii]'
g4371.t1 C. ohadil'

WP_197277206.1 agmatinase family protein [Sphingomonas profundi]’

WP_226913012.1 agmatinase family protein [Flavicella marina]'

Superkingdom
M WP_160853388.1 agmatinase family protein [Oceanomicrobium pacificus]' @ Bacteria
—®\\VP_085795708.1 agmatinase family protein [Falsiruegeria litorea]' @ Eukaryot
ukaryota

\WP_208981185.1 agmatinase family protein [Roseibium alexandrii]'
WP_134852965.1 agmatinase family protein [Roseibium alexandrii]'
WP_209010777.1 agmatinase family protein [Labrenzia sp. PHMOOS5]'
WP_217354811.1 agmatinase family protein [Ruegeria atlantica]'
WP_170469632.1 arginase family protein [Ruegeria arenilitoris]’'
-®\VP_164659093.1 agmatinase family protein [Tropicibacter sp. Alg240-R139]'




g4455 t1

—O®\WP_152762612.1 hypothetical protein [Paraburkholderia franconis]'

®\VP_041018424.1 hypothetical protein [Criblamydia sequanensis]'

®\\WP_145734842.1 hypothetical protein [Nitrospirillum amazonense]'
@g4455.t1 C. ohadii'

—O®\WP_090877941.1 hypothetical protein [Bauldia litoralis]' Superkingdom
—®\\WP_146285792.1 hypothetical protein [Gemmobacter aquaticus]' @ Bacteria
@® Eukaryota

®\\WP_125220501.1 hypothetical protein [Methylomicrobium sp. wino1]'

————— O®\WP_223979231.1 hypothetical protein [Arthrobacter sp. NicSoilB8]'

—O®WP_209413236.1 DUF11 domain-containing protein [Kitasatospora sp. RG8]'
WP_148640941.1 hypothetical protein [Streptomyces sp. CB01881]'

—®\\WP_091706857.1 hypothetical protein [Microbacterium sp. cf046]'




85136.t1

AMDG62481.1 cytochrome oxidase subunit 1, partial [Melanophthalma sp. BOLD:AAM7680]'
EGT0581032.1 PAS domain S-box protein [Salmonella enterica] '
@®\WP_006471386.1 MULTISPECIES: DNA topoisomerase IV subunit B [Brucella] '

®KAH3707757.1 hypothetical protein DPMN_067171 [Dreissena polymorpha]'
@®\WP_232504566.1 histidine kinase [Solibacillus S|Ivestr|s]

T @®NMBL8980191.1 50S ribosomal protein L2 [Gemmatimonadetes bacterium]'

‘ @®\VWP_164316113.1 DUF397 domain-containing protein [Streptomyces sp. SID12501] "

‘:WP_O75904537.1 sulfotransferase domain-containing protein [Moorena bouillonii]' ]
g5136.t1 C. ohadii' Superkingdom
—®XP_002500400.1 predicted protein [Micromonas commoda] ' ® Bacteria
_| @XP_003079222.1 P-loop containing nucleoside triphosphate hydrolase [Ostreococcus tauri] '
@®\WP_ 161602849.1 sulfotransferase domain- -containing protein [Scytonema tolypothrichoides]' @ Eukaryota
®\WP_ 009543662.1 sulfotransferase domain- -containing protein [Crocosphaera subtropica]'

—@®\WP_190464868. 1 sulfotransferase domain- -containing protein [Planktothrix sp. FACHB-1375]'
WP_015328454.1 sulfotransferase domain- -containing protein [Cylindrospermum stagnale]'
WP_ 237397170.1 sulfotransferase domain- -containing protein [Okeania sp. KiyG1]'
WP_124143403.1 sulfotransferase domain-containing protein [Okeania hirsuta]'
WP_O70393776 1 sulfotransferase domain-containing protein [Moorena producens]'
WP_008185935.1 sulfotransferase domain-containing protein [Moorena producens]’'
WP_071105104.1 sulfotransferase domain-containing protein [Moorena producens]’'



g5479.t1

®39148.t1 C. ohadii'

_| ®KAH7624268.1 hypothetical protein NADE_009079 [Chlorella desiccata (nom. nud.)]'
@®XP_010277136.1 PREDICTED: pentatricopeptide repeat-containing protein At4g14850 [Nelumbo nucifera] '

WP_230828474.1 hypothetical protein [Rhizobium sp. C4]'
_‘:V.\/P_171576565.1 hypothetical protein [Phormidium sp. CLA17]'
——@\\VP_216271718.1 hypothetical protein [Polynucleobacter sp. AM-25C3]' Superkingdom
WP_216173999.1 hypothetical protein [Polynucleobacter sp. UK-Pondora-W15]' @ Bacteria
WP_216246498.1 hypothetical protein [Polynucleobacter sp. AP-Capit-er-40B-B4]' @ Eukaryota
\WP_083564226.1 hypothetical protein [Polynucleobacter sp. MWH-Adler-W8]'
WP_216232461.1 hypothetical protein [Polynucleobacter sp. AP-Reno-20A-A9]'
WP_215362077.1 hypothetical protein [Polynucleobacter sp. JS-JIR-1I-50]'

WP_216120347.1 MULTISPECIES: hypothetical protein [unclassified Polynucleobacter]'
WP_216265759.1 hypothetical protein [Polynucleobacter sp. AP-Kaivos-20-H2]'




85694.t1

WP_164658474.1 arginase family protein [Tropicibacter sp. Alg240-R139]'
WP_108858559.1 arginase family protein [Ruegeria sp. Alg231-54]'
WP_141185194.1 arginase family protein [Labrenzia sp. PHM0O05]'
—®\WP_168206419.1 arginase family protein [Labrenzia sp. PHMO005]'

@®XP_007512226.1 agmatinase [Bathycoccus prasinos] '
[ ] | ®KAF7593749.1 hypothetical protein BBP40_010925 [Aspergillus hancockii]' Superkingdom
—@®\WP_095506300.1 arginase family protein [Paraferrimonas sedimenticola]' @ Bacteria
———@3g5694.t1 C. ohadii' @ Eukaryota

®WP_236009506.1 arginase family protein [Vibrio ulleungensis]'
|—O!WP_1 98557497.1 arginase family protein [Vibrio mediterranei]'
WP_095505171.1 arginase family protein [Paraferrimonas sedimenticola]'
WP_152786098.1 arginase family protein [Agarivorans sp. B22047]'
WP_040306840.1 arginase family protein [Agarivorans albus]'




g5818.t1

—®HIX53636.1 BamA/TamA family outer membrane protein [Candidatus Sphingobacterium stercoripullorum]’'

@®\WP_042196515.1 AraC family transcriptional regulator [Paenibacillus camerounensis]'

— —®WP_217042032.1 hypothetical protein [Bacillus sp. FJAT-29790]

@®\\WP_067623837.1 tropomyosin [Alicyclobacillus acidiphilus]'

_ ) o Superkingdom
WP_051196919.1 hypothetical protein [Butyrivibrio sp. XBB1001]'
@ Bacteria
WP_143003231.1 hypothetical protein [Butyrivibrio sp. INlla14]' @ Eukaryota

®35818.t1 C. ohadil'

@®\WP_083748449.1 hypothetical protein [Mesomycoplasma mobile]'

WP_053484400.1 hypothetical protein [Lysinibacillus sp. FJAT-14745]'

WP_198516298.1 hypothetical protein [Lysinibacillus xylanilyticus]'



g7301.t1

rWP_026869678.1 cysteine hydrolase [Inquilinus limosus]'
WP_225772310.1 cysteine hydrolase [Inquilinus sp. Marseille-Q2685]'

@37301.t1 C. ohadil'

@®\WP_222925332.1 mannosyl-3-phosphoglycerate phosphatase-related protein [Pantoea agglomerans] '

—®\VWP_184090028.1 cysteine hydrolase [Afipia massiliensis]' s Kingd
| uperkingdom
—®\VWP_056292763.1 cysteine hydrolase [Afipia sp. Root123D2]' ® Bacter
acteria
—@®\WP_056503559.1 cysteine hydrolase [Aureimonas sp. Leaf454] ® Eukaryota

———@\WP_066551082.1 MULTISPECIES: cysteine hydrolase [Brevundimonas]'
WP_099899247.1 cysteine hydrolase [Methylobacterium frigidaeris]'

WP_109974424 1 cysteine hydrolase [Methylobacterium sp. 17Sr1-1]'

WP_048432922.1 cysteine hydrolase [Methylobacterium platani]'

WP_093570185.1 cysteine hydrolase [Methylobacterium sp. 174MFSha1.1]'



g8185.t1

_| @®MBI3215315.1 prolipoprotein diacylglyceryl transferase [Mycobacterium sp.]'
@®\BL7187575.1 SPFH domain-containing protein [Phycisphaerae bacterium]'
| @®\WP_076321252.1 MULTISPECIES: cytochrome aa3 quinol oxidase subunit Ill [Paenibacillus] '
@®\\VP_049933834.1 protein sorting system archaetidylserine decarboxylase [Halarchaeum acidiph
@®XP_002499793.1 predicted protein, partial [Micromonas commoda] '
®g8185.t1 C. ohadil'
—@®\WP_152245250.1 adenosine deaminase [Janthinobacterium sp. FT58W]' Superkingdom
[:WP_020600689.1 hypothetical protein [Spirosoma panaciterrae]'
WP_155297238.1 adenosine deaminase [Spirosoma aerolatum]'
WP_052257206.1 adenosine deaminase [Flavobacterium sp. AED]'
WP_103999376.1 adenosine deaminase [Flavobacterium urumgiense]'
WP_073354643.1 adenosine deaminase [Flavobacterium xanthum]'
WP_173837826.1 adenosine deaminase [Flavobacterium sp. 14A]'
4|;E¢WP_144213946.1 adenosine deaminase [Flavobacterium anhuiense]'

@ Bacteria
@® Eukaryota

WP_194566677.1 adenosine deaminase [Flavobacterium sp. JLP]'
WP_140511822.1 adenosine deaminase [Flavobacterium pectinovorum]'



g8771.t1

_‘—CXP_00294601 1.1 hypothetical protein VOLCADRAFT_102625 [Volvox carteri f. nagariensis] '
@®TFG73533.1 hypothetical protein E4H27_00580 [Anaerolineales bacterium]'

[ O®KAGI9149614.1 hypothetical protein Leryth_024170 [Lithospermum erythrorhizon]'

' @®\WP_221843312.1 4-hydroxy-tetrahydrodipicolinate synthase [Brevibacillus agri] '

@®98771.t1 C. ohadii'
WP_186914283.1 MULTISPECIES: C1 family peptidase [Undibacterium]'
Superkingdom

WP_212674976.1 C1 family peptidase [Undibacterium fentianense]'
@®GAX84194.1 hypothetical protein CEUSTIGMA_g11617.t1 [Chlamydomonas eustigma]'

—O®PNHO04424.1 hypothetical protein TSOC_009398 [Tetrabaena socialis] ' @ Bacteria
WP_054990182.1 C1 family peptidase [Pseudomonas coronafaciens]'

WP_053480292.1 MULTISPECIES: C1 family peptidase [Pseudomonas syringae group]'
WP_005892564.1 MULTISPECIES: C1 family peptidase [Pseudomonas syringae group]'
WP_223113854.1 C1 family peptidase [Pseudomonas syringae]'

WP_054088268.1 MULTISPECIES: C1 family peptidase [Pseudomonas syringae group]'
WP_074812844.1 C1 family peptidase [Pseudomonas syringae]'

WP_007249445.1 MULTISPECIES: C1 family peptidase [Pseudomonas syringae group]'
WP_054998841.1 C1 family peptidase [Pseudomonas cannabina]'

@® Eukaryota




§9148.t1

®39148.t1 C. ohadii'

_| ®KAH7624268.1 hypothetical protein NADE_009079 [Chlorella desiccata (nom. nud.)]'
@®XP_010277136.1 PREDICTED: pentatricopeptide repeat-containing protein At4g14850 [Nelumbo nucifera] '

WP_230828474.1 hypothetical protein [Rhizobium sp. C4]'
_‘:V.\/P_171576565.1 hypothetical protein [Phormidium sp. CLA17]'
——@\\VP_216271718.1 hypothetical protein [Polynucleobacter sp. AM-25C3]' Superkingdom
WP_216173999.1 hypothetical protein [Polynucleobacter sp. UK-Pondora-W15]' @ Bacteria
WP_216246498.1 hypothetical protein [Polynucleobacter sp. AP-Capit-er-40B-B4]' @ Eukaryota
\WP_083564226.1 hypothetical protein [Polynucleobacter sp. MWH-Adler-W8]'
WP_216232461.1 hypothetical protein [Polynucleobacter sp. AP-Reno-20A-A9]'
WP_215362077.1 hypothetical protein [Polynucleobacter sp. JS-JIR-1I-50]'

WP_216120347.1 MULTISPECIES: hypothetical protein [unclassified Polynucleobacter]'
WP_216265759.1 hypothetical protein [Polynucleobacter sp. AP-Kaivos-20-H2]'




§10261.t1

——®\WP_232748573.1 hypothetical protein [Ornithinimicrobium sp. EGI L100131]'
———@®\WP_156411616.1 hypothetical protein [Nocardioides sp. Soil805]'
—®\WP_169064418.1 GDSL-type esterase/lipase family protein [Geodermatophilus dictyosporus]'
®g10261.t1 C. ohadil'

WP_224363079.1 choice-of-anchor A family protein [Hyalangium sp. H56D21]'

Superkingdom
WP_224248242 1 choice-of-anchor A family protein [Cystobacter gracilis]' ® Bacter
acteria
®\VP_038124090.1 MULTISPECIES: argininosuccinate lyase [Veillonella] ' ® Eukaryota

WP_224150407.1 Ig-like domain-containing protein [Comamonas odontotermitis]'

WP_184704027.1 Ig-like domain-containing protein [Comamonas odontotermitis]’
—@®\\WVP_148293040.1 IPTL-CTERM sorting domain-containing protein [Comamonas sp. B-9]'
———————O®WP_121354649.1 T9SS type A sorting domain-containing protein [Flavisolibacter nicotianae]'
—O®\WP_131476259.1 HYR domain-containing protein, partial [Flavobacterium silvisoli]'




