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CCG05859 1 + Growth inhibitor C0G2337 T 0 0 0 0 1 0
CCG05860 2 - Sitespecific XerD COG4973 L prausnitzii SL33] a7 0 55 0 7 0
CCG05861 + predicted protein none none 9 o 18
¥ putative TnpV protein none none 11 17
¥ predicted protein none none 0 0
T nuclease domain none none 14
¥ putative regulator COG2865 K 12 9
- domain protein none none 6 1
- conserved protein none none 1 4
- putative DNA helicase COGL2081 NE 2
F1 F1 N hypothetical protein CLOM621_06135 none none 2
FOS Inulin 33125 bp N TG COG3727 L
Clostridiales* HE663537 - predicted protein none none
- predicted protein none none
¥ protein none none
T prophage Lambdachot phage integrase famil COG4973 L 23 7
- conserved protein none none 62 46
¥ regulator Lacl family COG1609 56 8
T PTS system glucose subfamily 1A component COG1263 G 79 63 5
T Glycoside hydrolase family 32 1% COG1621 G 69 59 7
c T putative fructokinase COG0524 G 66 56 T 6
CCG05880 - protein CpapDRAFT_1802 none none 6 2 2 0
CCG0588L - anaerobic reductase COG1328 F variabile DSM 15176 55 14 6
CCG34796 + Pyridoxine enzyme none none P_695325 jongum NCC2705 9
34797 - TdeoxyDxylul C0G0743 1 P_695326 jongum 6
34798 - ] synthase COG082L 1 P_695327 jongum N 2
4799 - Hydrolases of the alphabeta none none P_695328 jongum 3
4800 - DA repai protein RecF pathway COG138L L P_695329 jongum N 9
4801 - U synthase €0G0020 1 P_695330 jongum 10
4802 - nucleoside COG1957 F P_695331 jongum N 0
4803 - nucleoside none none P_695331 jongum 0 0
4804 - ABCiype transport systems COG0715 3 P_695332 jongum 5 1
4805 - ABCtype transport system permease COG0600 P P_695333 jongum 5 7
4806 - Glycoside hydrolase family 32 [95% COG1621 G P_695334 jongum 7 6
4807 - sucrose transport protein none none P_695335 jongum 1 7
4808 - Lacl family reguiator COG1609 K P_695336 jongum 7
4809 - Serine protease inhibitor C0G4826 [5) P_695337 jongum 2 i
- 481 - protein BLD_0127 none none P_695338 jongum 7
05 muiin F2 481 - conserved protein none none jongum s 0
Sifidonactetum 37022 bp 481, - putative permease COG2271 G NP_695340 jongum 2 a2 i1
longum HE717010 481 - COGOOIL: L conserved protein COGOOIL S jongum 5
481 - Kinase COGO351 H NP_605342 jongum 1 7 4 4
481 - ATPase none none jongum 0 0 0
4816 - thiamine protein C0G0422 H P_695344 jongum 1 7
4817 - hydroxy kinase COG2145 H P_695345 jongum
4818 - GlycytRNA class 11 C0G0423 3 P_695346 jongum
4819 - RN ne synthase COGO0042 3 P_695347 jongum
4820 - Cell division GTPase C0G0206 D P_695348 jongum 1
4821 + Cell division family protein COG1799 S P_695349 jongum
4822 - protein None None P_695350 jongum 0
4823 + probable cell division initiation protein COG3264 M P_695351 jongum 1 a4
4824 + Tipoprotein signal peptidase C0OG0597 MU P_695352 jongum 20
4825 - fine synthase RIuA family COGO564 3 P_695353 jongum a1 13
4826 - Predicted ATPase AAA COG1373 R P_695354 jongum 11 4
4827 32 | + BN COG1295 S P_695355 jongum N a4 T
4828 3B | - DNA Il alpha subunit COG0587 C P_695356 jongum a3 6
487 - glycoside hydrolase family 67 [55% COG3661 63 56 4
487. - cysteine COG1104 57 6 2
487" - giycoside hydrolase family 2 48% C0G3250 75 60 i}
487 - Sugar ABC transporter protein COG1653 69 66
487 - ABC transporter permease COG0395 72 61
487 - ABC transporter permease C0G4209 67 61
487 - glycoside hydrolase family 3 [55% COG1472 77 56
4880 - acylCoA Tiike protein one None 63 55
4881 - predicted protein one None 0 0
4882 + protein one None a7 39
4883 - Cistrans isomerase A COG0652 0 66 61
. . 4884 - putative oligopeptide ABC transporter OppAIV COG4166 70 69 T
YOS 25645 b 4885 - ABC transporter ATPbinding protein OppF COGA608 36 15 50
Clostridatest frachyd 4836 - 'ABC transporter ATPbinding protein OppD COG0444 61 56
4887 - putative ABC transporter permease protein OppC COGI173 P 69 66
4838 - ABC transporter permease protein GsiC COGOBOL P 62 60
4889 - predicted protein None ne 0
4890 - Amidases related to COG1335 Q 5
4891 - [ d protein C0G2068 R 4
4892 - Nterminal domain of protein COG2005 R 0 1
4893 - ABCtype cobalami transport systems ATPase COG1120 PH 7
4894 - ABCiype transport system permease COG0609 3 4
4895 - ABCtype transport system COGO614 3 60
4896 - pe carbon monoxide middle subunit CoxMCUtM homologs COGI319 c 63 4
4897 + Aerobictype carbon monoxide Small subunit CoxSCutS homologs C0G2080 c 39 26
4898 - aldehyde oxidase and xanthine dehyd binding domain protein COG1529 c 69 57




CCG47748 - 50S ribosomal protein L5; COG0094 P_909196 __|Bifidobacterium adolescentis ATCC 157 15 8 19 1
[cCGa77a9 - 50S ribosomal protein L24 COG0198 P_909195 _|Bifidobacterium adolescentis ATCC 157 9 5 1 0
CCGA47750 - 50S ribosomal protein L14 COG0093 P_909194 __|Bifidobacterium adolescentis ATCC 157 12 2 14 7
[ccaar751 - 30S ribosomal protein S17 COGO186 P_909193 _|Bifidobacterium adolescentis ATCC 157 0 0 0
[cCaar752 - 50S ribosomal protein L29 COG0255 P_909192 _|Bifidobacterium adolescentis ATCC 157 0 0
[cCaa7753 - 50S ribosomal protein L16 COG0197 P_909191 _|Bifidobacterium adolescentis ATCC 157 13 9
[cCaar54 - 30S ribosomal protein 53 COG0092 P_909190 __|Bifidobacterium adolescentis ATCC 157 29 1 30
[cCaa7755 8 - 50S ribosomal protein L22 COG0091 P_909189 _|Bifidobacterium adolescentis ATCC 157 14 11 19
CCGA47756 9 - 30S ribosomal protein S19 COGO185 P_909188 _|Bifidobacterium adolescentis ATCC 157 0 0
[ccear7sT - 50 ribosomal protein L COG0090 P_909187 _|Bifidobacterium adolescentis ATCC 157 27 9 24
[cCaars8 - 50S ribosomal protein L23 COG0089 P_909186 _|Bifidobacterium adolescentis ATCC 157 0 0 0
[cCaa7759 - 50S ribosomal protein L4 COG0088 P_909185 _|Bifidobacterium adolescentis ATCC 157 27 9 18
CCGA47760 - 50 ribosomal protein L3 COG0087 P_909184 _|Bifidobacterium adolescentis ATCC 157 27 11 24
CCG47761 - 30S ribosomal protein S11 COG0051 P_909183 __|Bifidobacterium adolescentis ATCC 157 0
[cCaar762 - bifunctional acetaldehydeCoAalcohol dehydrogenase COG1454 C P_909182 __|Bifidobacterium adolescentis ATCC 157 a7 1
F4 4 CCG47763 + ROK family transcriptional regulator COG1940 KG 12
X0s sarrep  [CCCATTE - dlyoxalase family protein None None Bifidobacterium angulatum DSM 20098 2
Bifidobacterium E7i70ts  |CCGATTES 8 - arabinose efflux permease COG2814 G Bifidobacterium breve DSM 20213 7
adolescentis CCGA47766 9 - zinchinding dehydrogenase COG1063 ER YP_909176 _|Bifidobacterium adolescentis ATCC 15703 6
[ccaarr67 0 + dlycoside hydrolase family13 3% COG1523 G Bifidobacterium adolescents L232 30 1 7
[ccaar768 1 - predicted protein None' None 0 0
CCG47769 22 - 30S ribosomal protein 59 COG0103 3 P_909173 __|Bifidobacterium adolescentis ATCC 157 5 27
CCG4TTT 23 - 50S ribosomal protein L13 COG0102 3 P_909172 _|Bifidobacterium adolescentis ATCC 157 1
CCG3494 24 - glycoside hydrolase family 77 34% COG1640 G P_909171___|Bifidobacterium adolescentis ATCC 157 7
CCG4T7T: 25 - AbrB family trancriptional regulator None None P_909170 __|Bifidobacterium adolescentis ATCC 157
CCG4T77: 26 - hypothetical protein BAD_0306 COG1739 S P_909169 _|Bifidobacterium adolescentis ATCC 157 25
CCG4T7T: 27 - 2hydroxyacid deh COGO111 HE P_909168 _|Bifidobacterium adolescentis ATCC 157 30
CCG4T77: 8 - bacterial capsule synthesis protein PGA_cap C0OG2843 M P_909167 _|Bifidobacterium adolescentis ATCC 157 29 1
CCG4T7T: 9 - DNAdamageinducible protein P COG0389 L P_909166 __|Bifidobacterium adolescentis ATCC 157 34 7
CCG4T77! - predicted protein None None 0 0 0
CCG477T - putative esterase COG2272 ] P_909165 __|Bifidobacterium adolescentis ATCC 157 1 17 22
CCG47778 - glycoside hydrolase family43 97% COG3507 G P_909164 __|Bifidobacterium adolescentis ATCC 157 4 21 22
[ccearr7e - glycoside hydrolase family 8 99% COG3405 G P_909163 __|Bifidobacterium adolescentis ATCC 157 9 21 17
CCG47780 - glycoside hydrolase family 120 99% None' None P_909162 __|Bifidobacterium adolescentis ATCC 157 3 6 5
CCG34969 - glycoside hydrolase family43 53% None G YP_001297384 |Bacteroides vulgatus ATCC 8482 32 23 75 48 6 3
CCG3497 + twocomponent system sensor histidine kin regulator COG0642 T YP_001297385 |Bacteroides vulgatus ATCC 8482 113 17 124 60 19 12
CCG3497: + transposase 1S4 family None None P_05258040 |Bacteroides sp. 4_3_47FAA 0 0 0 0 0
CCG3497: + transposase 1S4 family None None P_05258037 |Bacteroides sp. 4_3_47FAA 17 21 25 17 )
CCG3497: - transposase COG5433 L P_05257946 |Bacteroides sp. 4_3_47FAA 35 1 33 0 10
CCG3497: - transposase None None | YP_001297506 |Bacteroides vulgatus ATCC8482 0 0 0 0 0
CCG3497: - RagBSusD domaincontaining protein None None | ZP_05254855 |Bacteroides sp. 4_3_47FAA 98 26 3 1
CCG3497 8 - ‘onBdependent receptor COG1629 P ZP_05254856 |Bacteroides sp. 4_3_47FAA 98 27 7 T 15
CCG3497 9 - glycoside hydrolase family43 46% COG3507 G P_001297391 Bacteroides vulgatus ATCCB482 85 26 7 1
CCG34978 - glycoside hydrolase family43 81% COG3508 G P_001297392 |Bacteroides vulgatus ATCC 8482 71 18 4
CCG34979 - glycoside hydrolase family10 [65% COG3693 G P_001297393 [Bacteroides vulgatus ATCC 8482 99 24 8
s CCG34980 + transposase COG3547 L P_001297394 |Bacteroides vulgatus ATCC 8482 48 2 65 T
X058 F5 CCG34981 - sugar GlycosidePentosideHexuronide transporter COG2211 P_001297395 |Bacteroides vulgatus ATCC 8482 94 14 125 26 13
Bacteroldes 39094 bp CCG34982 - 1S3 element transposase None None Shigella flexneri 2a str. 301 0 0 0 0 0
vulgatus HE717017  [CCG34983 - dlycoside hydrolase family16 34% C0G2273 G P_001297396 |Bacteroides vulgatus ATCC8482 o1 4 108 7 )
CCG34984 - phosphoglucomutasephosphomannomutase COG1109 G P_001297398 |Bacteroides vulgatus ATCC 8482 84 21 122 23 13
CCG34985 - putative lipoprotein None: None P_001297399 |Bacteroides vulgatus ATCC 8482 82 4 90 2 6
CCG34986 8 - putative exopolyphosphataserelated protein COG0618 R P_001297400 |Bacteroides vulgatus ATCC 8482 86 1 123 7
CCG34987 9 - ribulosephosphate 3epimerase COG0036 G P_001297402 |Bacteroides vulgatus ATCC 8482 73 1 o1
CCG34988 0 - RNA polymerase ECFtype sigma factor None None P_001297403 |Bacteroides vulgatus ATCC 8482 109 24 1
CCG34989 1 - RNA polymerase ECFtype sigma factor COG1505 K P_001297404 |Bacteroides vulgatus ATCC 8482 71 13
CCG34990 22 + putative lipoprotein None: None P_001297405 |Bacteroides vulgatus ATCC 8482 75 25
CCG34991 23 - ‘methionyltRNA formyltransferase C0G0223 3 P_001297406 |Bacteroides vulgatus ATCC 8482 72 21 63 12
CCG34992 24 - putative chloride channel protein COG0038 P P_001297407 |Bacteroides vulgatus ATCC 8482 89 31 109 14
CCG34993 25 - putative translation factor COG0009 3 P_001297408 |Bacteroides vulgatus ATCC 8482 57 07 69 11
CCG34994 26 - carbohydrate esterase familyd COG1820 G P_001297409 |Bacteroides vulgatus ATCC 8482 87 25 30 9
CCG34995 27 - drug efflux protein €OG0841 v P_001297410 |Bacteroides vulgatus ATCC 8482 96 26 71 15
CCG34844 + Carbohydrate Binding module family 48-glycoside hydrolase family13 no hit COG1523 G P_696154 _|Bifidobacterium longum NCC27 24 10 43
CCG34845 + hypothetical protein Blon03001741 COG2461 s P_696153 _|Bifidobacterium longum NCC27 0 0 0
CCG34846 + putative transcriptional regulator COG1396 P_696153 |Bifidobacterium longum NCC27 15 ) 31
CCG34847 + conserved hypothetical protein COG4832 s P_696152_|Bifidobacterium longum NCC27 13 9 30
CCG34848 - predicted protein COG3180 R Bifidobacterium longum subsp. infantis CCUG 52486 0 0 0
CCG34849 - DNA3methyladenine ] COG2818 L P_696151 |Bifidobacterium longum NCC2705 14 4 26
CCG34850 - glycoside hydrolase family2 100% COG3250 P_696150 |Bifidobacterium longum NCC2705 21 1 8 37 1
CCG34851 8 + hypothetical protein BL0977 COG4936 T P_696149 |Bifidobacterium longum NCC2705 0 0 0
CCG34852 9 + galactoside symporter COG2211 P_696148 |Bifidobacterium longum NCC2705 15 9 26
CCG34853 + glycoside hydrolase family42 [95% COG1874 Bifidobacterium longum DJO10A 6 2 36 1
CCG34854 + hypothetical protein BLD_0725 COG4065 Bifidobacterium longum DJO10A 0 0 0
CCG34855 + Uncharacterized conserved protein COG3371 P_696145 |Bifidobacterium longum NCC27 6 5
6 CCG34856 - Senolpyruvylshikimate3phosphate synthase COG0128 P_696144 _|Bifidobacterium longum NCC27 7 2
Gos F6 CCG34857 - acetate kinase COG0282 C P_696143 _|Bifidobacterium longum NCC27 8 7
Bifidobacierium 37418 bp CCG34858 - phosphate acetyltransferase C0OG0280 C P_696142_|Bifidobacterium longum NCC27 8
longum HE717012  [CCG34859 - Fructose26bisphosphatase COG0406 G P_696141 |Bifidobacterium longum NCC27 7
CCG34860 - bifunctional nicotinatenucleotide adenylyltransferase NadDhypothetical protein COG0799 S P_696140 |Bifidobacterium longum NCC27 6
CCG34861 8 ~—Juncional Nacetylglucosaminelphosphate uridyltransferaseglucosaminelphosphate acetyltransferase COG1207 P_696139 |Bifidobacterium longum NCC27
CCG34862 9 - ribosephosphate pyrophosphokinase COG0462 P_696138 _|Bifidobacterium longum NCC27 5
CCG34863 0 - acyltransferase COG1835 P_696137 |Bifidobacterium longum NCC27
CCG34864 1 - ATPdependent Zn protease COG4868 Bifidobacterium longum subsp. infantis CCUG 52486 1
CCG34865 22 + GMP synthase COG0519 P_696136 |Bifidobacterium longum NCC2705 25 3
CCG34866 23 - yluloseSphosphatefructose6phosphate phosphoketolase COG3957 P_696135 |Bifidobacterium longum NCC27 32 1 5
CCG34867 24 + possible HAD hydrolase COGO561 P_696134 _|Bifidobacterium longum NCC27 0 7
CCG34868 25 + "ABCtype transport system protein COG1464 P_696133 _|Bifidobacterium longum NCC27 0 10
CCG34869 26 + "ATP binding protein of ABC transporter COG113! P_696132 _|Bifidobacterium longum NCC27 4 7 13
CCG34870 27 + "ABCtype metal ion transport system permease component COG201. P_696131 |Bifidobacterium longum NCC27 0 2 1 7
CCG34871 28 + Metaldependent amidaseaminoacylasecarboxypeptidase COG147: P_696130 |Bifidobacterium longum NCC27 7 4 3 13
CCG34872 29 NAD synthase COGO17: P_696120 |Bifidobacterium longum NCC27 3 5 7 12




CCG34736 Glycosyl hydrolase family 115 36% COG3669
CCG34737 - Tipolytic enzyme GDSL COG2755
CCG34738 + GPH family xyloside:cation symporter COG2211
CCG34T: + Glycosyl hydrolase family 10 60% COG3693
CCG347: + Glycosyl hydrolase family 43 7% COG3507
CCG34T: - RNA polymerase ECFtype sigma factor COG1595
CCG34T: - pectin lyase foldvirulence factor C0G3893 L 1
v 7 CCG347: 8 - conserved hypothetical protein C0G2966 S 0
o5 sreanp OO 9 - putative outer membrane protein probably involved in nutrient binding COG1643 L 2
acteoales: Eranons  cccEaT - putative outer membrane protein probably involved in nutrient binding C0G4206 H 2
CCG34T: - putative lipoprotein €0G0243 c 0
CCG34T: - hypothetical protein PBR_1732 €0G0109 [5) 0
CCG34748 - RHS repeatassociated core domain protein COGA4993 G 9 0
CCG34749 - predicted protein None None 0 0
CCG34750 - RHS repeatassociated core domain protein C0G3209 M 7 0
CCG34751 - RHS repeatassociated core domain protein C0G3209 M 1 0
CCG34752 - wocomponent system sensor histidine kin regulator COG0642 T 14 0
CCG34753 8 - TonBdependent outer membrane receptor COGA47TTL 3 16 0
CCG34754 - SusC outer membrane protein involved in starch binding C0G4206 H
CCG34755 - glycoside hydrolase family 35 31% COG1874
CCG34756 - glycoside hydrolase family 67 57% COG3661
CCG34757 - Sensor histidine kin regulator COG0642
CCG34758 - Glycosyde hydrolase family 115 36% COG3669
CCG34759 - Tipolytic enzyme GDSL COG2755
CCG34760 + GPH family xyloside:cation symporter COG2211
CCG34761 8 + Glycosyde hydrolase family 10 60% COG3693
18 18 CCG34762 9 + glycoside hydrolase family43 T7% COG3507
x0s 38518bp  [CCGB4T63 - RNA polymerase ECFtype sigma factor COG1595
Bacteroidales* HE717007  [CCG3a764 - hypothetical protein C0G3893 L 1
CCG34765 - Conserved hypothetical protein C0G2966 S 0
CCG34766 - putative outer membrane protein probably involved in nutrient binding COG1643 C 2
CCG34767 - putative outer membrane protein probably involved in nutrient binding C0G4206 H 2
CCG34768 - putative lipoprotein €0G0243 3 0
CCG34769 B hypothetical protein PBR 1732 €OG0109 [5) 0
CCG34770 B RHS repeatassociated core domain protein COGA4993 G 9 0
CCG34T7L 8 - predicted protein None None [ 0
cce3arr2 9 - RHS repeatassociated core domain protein COG3846 U 0 0
CCa3arT: - predicted protein COG2804 NU 0 [
cca3arT: + Pyridoxine kinase €0G2240 H P_01996253 _|Dorea longicatena DSM 138; 12 0
CCa34TT Glycoside Hydrolase Family 32 38% COG1621 G P_01996254 |Dorea longicatena DSM 138 14
CCa34TT - PTS system glucose subfamily 1IA component COG1263 G P_01996255 |Dorea longicatena DSM 138 12
02 cCa34TT - transcriptional regulator Lacl family COG1609 K P_01996256 |Dorea longicatena DSM 138 9
114t [CCO34TTE - 'ABC transporter COG1132 v P_01996257 |Dorea longicatena DSM 138 15
Heriros  |cc3aTTe - ABCtype multidrug transport system ATPase and perme __ase components COG1132 v P_01996258 _|Dorea longicatena DSM 138 16
CCG34780 8 - transcriptional regulator LysR family COG0583 K P_01996259 _|Dorea longicatena DSM 138; 7 7
CCG34781 9 - hypothetical protein DORLON_02268 COG5074 U P_01996261 _|Dorea longicatena DSM 138; 10 10
cco34782 10 - transcriptional regulator XRE family COG3655 K P_01996262_|Dorea longicatena DSM 138 0 0
o CCG34783 11 - Xanthine permease C0G2233 F P_01996263 _|Dorea longicatena DSM 138; 19 9 6
ros CCG34784 12 - Putative transposase YhgAllke COG1129 G P_01996264 _|Dorea longicatena DSM 138; 12 8 4
Bacteria® CCG34785 5 DNA methylase COG0827 T P_03288401 |Clostridium nexile DSM 1787 116 117 21
CCG34786 - 50S ribosomal protein L23 COG1488 H P_03288400 |Clostridium nexile DSM 1788 70 61 1
cCG34787 - hypothetical protein CLONEX_00589 None None P_03288399 [Clostridium nexile DSM 1787 0 [
CCG34788 - Conserved hypothetical protein COG5498 M P_03288398 |Clostridium nexile DSM 1788 70 93
19b CCG34789 - Cell wall associated hydrolases invasionassociated proteins COGO791 M P_03288397 |Clostridium nexile DSM 1787 90 103 T
13700bp  [CCG34790 - Acetyltransferase GNAT family COG0526 oC 9 7
HE717009  [CCGBa791 - Domain of unknown function DUFS7 COG3451 U P_03288396 |Clostridium nexile DSM 1787 56 [ 1
CCG34792 8 - ypothetical protein BACPEC_00198 C0G2959 H P_03288395 |Clostridium nexile DSM 1788 35 32 2
CCG34793 9 - ypothetical protein CLONEX_00584 COG5598 H P_03288394 |Clostridium nexile DSM 1787 32 53
CCG34794 10 B ypothetical protein BACPEC_00196 COG5346 S P_03288393 |Clostridium nexile DSM 1788 38 56 6
CCG34795 11 B putative electron transport complex RnABCDGE type A subunit COG1933 L Eubacterium rectale DSM 17629 6 3 0




CCG34929 - ABC transporter permease protein None None acterium rectale ATCC 33656 0 0 0
CCG34930 + ABC transporter permease protein COG0395 acterium rectale ATCC 33656 65 82 1
CCG34931 + 'ABC transporter substrate binding protein COG1653 X acterium rectale ATCC 33656 92 108 11
1108 CCG34932 + glycoside hydrolase family 32 3% COG1621 X acterium rectale ATCC 33656 88 107 0
11660 by |[CCC34933 + pfkBlype carbohydrate kinase family protein COG0524 acterium rectale ATCC 33656 90 98 13 3
HEstr0ts  |CCG34938 + ‘ATPaselike protein COG1209 X acterium rectale ATCC 33656 49 3 105 o7 3
CCG34935 + Sulfate permease and related transporters MFS superfamily COG0659 P X acterium rectale ATCC 33656 83 94 17 7
CCG34936 8 + Sulfate permease and related transporters MFS superfamily COG3407 ] acterium rectale ATCC 33656 78 82 0 3
CCG34937 9 + ATPdependent DNA helicase RecQ family COG0514 L acterium rectale ATCC 33656 95 108 0 12
CCG34938 10 + Predicted membrane protein COG4720 S acterium rectale ATCC 33656 56 2 83 21 5
110 CCG34829 - Phosphoribosylanthranilate isomerase COGO135 E acterium rectale ATCC 33656 55 81 2
FOS CCG34830 + hypothetical protein COG1363 G acterium rectale ATCC 33656 79 o
Eubacterium CCG34831 + Lactoylglutathione lyase and related lyases COG0346 E acterium rectale ATCC 33656 3
rectale CCG34832 + Predicted DNAbinding protein with PD1like DNAbinding motif COG1661 R acterium rectale ATCC 33656 4
CCG34833 + DNAdamageinducible protein COG3071 H acterium rectale ATCC 33656 3
CCG34834 + dlycosyl transferase family 2 COG0463 1 0
110b CCG34835 + hypothetical protein EUBREC_0276 COG3738 acterium rectale ATCC 33656 68 o 3
12461 bp CCG34836 8 - hypothetical protein COG5543 CBK95362 acterium rectale M1041 0 0 0
HE717011  [CCG34837 9 - Transposase and inactivated derivatives COG3464 L CBK95361 acterium rectale M1041 28 24 56 a1 8
CCG34838 + putative lipoprotein COG4880 R acterium halli DSM 3353 84 4 73 7 1
CCG34839 + GTPbinding signal recognition particle SRP54 Gdomain C0G2098 S ZP_02041825 |Ruminococcus gnavus ATCC 29149 0 0 0 0
CCG3 - "ABCtype antimicrobial peptide transport system ATPase component COG1136 v CBK92298 Eubacterium rectale M1041 0 0 0 0
CCG3 - 'ABCtype antimicrobial peptide transport system ATPase component COG1136 v CBK92299 Eubacterium rectale M1042 101 1 115 2
CCG3 - hypothetical protein CLOL250_01817 COG4652 S ZP_02075041_|Clostridium sp. L250 144 98 133 133 10
CCG3 - hypothetical protein RUMGNA_02594 COG1110 L ZP_02075040 |Clostridium sp. L251 0 0 0 0
CCG34996 - dlycosyltransferase family 2 and 8 COG0463 M YP_820716 _|Streptococcus thermophilus LMD 0
CCG34997 + "ABCtype antimicrobial peptide transport system permease component COG4501 M YP_820717 |Streptococcus thermophilus LMD 0
CCG34998 + "ABCtype antimicrobial peptide transport system ATPase component COG1136 Vv YP_820718 |Streptococcus thermophilus
CCG34999 + —____hypothefical protein STER 1350 COGO0540 F Vi
CCG35000 + protein STER_1351 COG3941 R YP_820721
CCG35001 - Nadriven multidrug efflux pump COG0534 V. YP_820722
CCG35002 - MoaANird family FeS COG0535 R
CCG35003 - transporter COG2223 P YP_820724
CCG35004 - radical SAM protein COG0535 R VP,
CCG35005 - XRE family regulator COG1395 VP,
111 n CCG35006 - COG2801 L VP,
Lactulose  GOS 30347 b CCG35007 - ransposase C0G2963 L YP
Streptococcus Es7org  |CCG35008 - protein STER_1361 COG5453 s YP
thermophilus CCG35009 - Parvuliniike isomerase COG2054 R YP
CCG3501 - ATPase involved in DNA repair COG0419 L VP,
CCG3501 - ATPase involved in DNA repair COG0419 L VP,
CCG3501: - ATPdependent dsDNA COG0420 VP,
CCG3501: - glycoside hydrolase family 2 100% COG3250 VP, 11 3
CCG3501- - Lactose transport protein COG2211 YP_820736 L 14
CCG3501! - Aldose COG2017 St 1
CCG35016 - UDPglucose COG1087 YP_820738 L 5
CCG35017 - COG4468 YP_820739 L 14
CCG35018 - COG0153 YP_820740 LMD 10
CCG35019 + galactose operon repressor COG1609 YP_820741 LMD 1
CCG35020 - protein COG0560 E torques L214 2 0
T predicted protein COG3829 T 0 0
Glycoside hydrolase family 42 9% COG1874 1
- Glycoside hydrolase family 2 26% COG3250 30 13
112 112 - lactose transport system permease protein LacG COG0395 17 2
Lactulose 13317 bp - lactose transport system permease protein LacF. COG1175 22 3
Clostidiatost HE717010 - Tactose ABC superfamily ATP binding cassette transp__orter binding protein COG1653 1 30 7
- AraCtype DNAbinding proteins C0G2207 T 17
- putative mannose isomerase COG0662 G 0 0
10 - bacitracin transport ATPbinding protein BCrA family protein COG1131 V. 31 12
11 - predicted protein COG4713 S 34 21
12 - predicted protein COG4380 S 49 27




+ conserved protein COG0048 3 ZP_07800047 cf._prausnitzii KLE1255 0
+ Glycoside hydrolase family2 no hit COG3250 G ZP_07800045 cf._prausnitzii KLE1255 16
+ Site specific recombinases DNA invertase Pin homologs COG1961 L ZP_07800044 cf._prausnitzii KLE1256 2
+ putative transposase insK for insertion sequence element IS152 COG2801 L 7
+ Sitespecific recombinases DNA invertase Pin homologs COG1196 D ZP_07800044 Cf._prausnitzii KLE1255
- 15200family protein COG5537 D prausnitzii M212
- purine nucleoside phosphorylase | inosine and COG0005 F prausnitzii L26
- Glycoside hydrolase family77 no hit COG1640 G
- hydrolase’ COG3568 R 32 22
system ENC COG1263 G 12
+ regulator Lacl family’ COG1609 17 21 Z
- regulator AraC famil COG2207 P 07798578 of_prausnitzi 255 0 0 7
+ rase Family 35 COG0058 P_07798576 cf._prausnitzi 255 28 20 22
13 3 putative precorringX COG2082 H ZP_07800000 cf._prausnitzi 255 22 13
Lactulose  GOS 32036 bp - cobyric acid synthase CobQ COG1492 H ZP_07800001 cf._prausnitzi 255 3 5
Faecalibacterium frrasehuip - T and cobyric acid COG0079 E 20 20
prausnitzii - cobalamin biosynthesis protein CobD COG1270 H ZP_07800003 Cf._prausnitzii KLE1255 2 10
- Fructose26t COG0406 ZP_07800004 cf._prausnitzii KLE1255 B 53 2
- protein CobU COG2087 H 1 19
- synthase COG0368 H ZP_07800006 Cf._prausnitzii KLE1255 7 28
- putative COG2087 H ZP_07800007 cf._prausnitzii KLE1255 7 39
- COG2038 H ZP_07800008 cf._prausnitzii KLE1255 6 7
- cobyrinic Acid acdiamide synthase COG1797 H 34 24
- precorinGY C: ChiT subunit COG2242 H 1 12
- precorrinéx reductase COG2099 H 0
- precortinds C1 COG1010 H 18
- protein ChiG COG2073 H 3
8 - precorina C1 COG2875 H ZP_07800014 Cf._prausnitzii KLE1255 11 18
9 - precorrin2 C: COG2243 H 144 80
0 - cobalamin protein ChiD COG1903 H ZP_07800016 Cf._prausnitzii KLE1255 0 0
+ DNA fisk COG1674 D ococcus thermophilus NDO3
+ C Binding modules family 41 and 48 no hit COG0296 G ZP_07724042 fococcus vestibularis F0396
+ Glycoside hydrolase family 13 no hit COG1523 G ZP_07724042 fococeus vestibularis F0396
+ Glycoside hydrolase family 13 no hit COG1523 G ZP_07724042 fococeus vestibularis F0396
- teine ligase putativeamino acid ligase putative COG2918 H YP_1398: LMG 183
+ 'ABC transporter ATPbinding protein COG1132 P, LMG 183
- ABC transporter ATP binding protein truncated COG0488 R P, LMG 183
+ LPXTGmotit cell wall anchor domain protein COG0098 3 P, LMG 183
+ LPXTGmotit cell wall anchor domain protein COG2326 S P, LMG 183
114 4 - 1S35pn1. COG3424 Q P, LMG 183
Lactulose  GOS 26887 bp - galactose operon repressor COG1609 P, LMG 183
Streptococcus 17000 + COG0153 G P, LMG 183 T
thermophilus + galactoselphosphate COG4468 G P, LMG 183 1
+ UDPglucose COG1087 P, LMG 183
+ Aldose COG2017 P, LMG 183 4
+ Lactose transport protein COG2211 P, LMG 183 T
+ glycoside hydrolase family 2 100% COG3250 P, LMG 183 1 3!
+ COG2963 L P, L
+ COG2801 L P, L
+ XRE family regulator COG1395 P, L
+ radical SAM protein COG0535 R YP_820725 LMD
- predicted protein None None I

Column A: Clone number and taxonomic assignment by
Contigs were assigned to a class, genus or species,

Column B: Contig number and size
Column C: ORF accession number
Column D: ORF position on the contig

Column E: DNA strand

BLASTX analysis against the non redundant NCBI data
only if at least 50 % of the ORFs were assigned to

base (E-value < 10-8, identity > 90%, query length
the same organism. * Megan based taxonomic assignm

coverage  250%).
nt

Column F: ORFs were inferred and manually annotated , based on BLASTX analysis against the NCBI non red  undant and environmental database (E-value < 10-8,  identity > 35%, query length coverage  250%), and BLASTP analysis against the CAZy data bas  e.
In bold, proteins assigned to prebiotic metabolizat  ion pathways; in italics : putative transcriptional  regulators; underlined : predicted i ntegrases, i

Column G: percentage of identity between the putati v protein and the best CAZy homolog, accordingto  BLASTP analysis of the putative CAZy protein agains  t the CAZy database of characterised proteins of th e same family (E-value < 10-8, query length coverag e 250%)
Columns H & I: ORF assignment to Cluster of Ortholo ~ gous Groups using RPS-BLAST analysis against the CO G database (E-values < 10-8).

Column J: protein ID of the best BLASTX hit of the  ORF

Column K: bacterial origin of the best BLASX hit

Columns L to Q: gene occurence in the human gut mic  robiome determined by BLASTN comparison of the pre  dicted ORF with the metagenomic data sets retrieve  d from feacal sampling
of 163 European subjects from the MetaHit cohort (¢ olumns L and M), 139 U.S. subjetcs from the NIH-HMP  cohort (columns N and O), and 110 subjects of vari  ous ages and geographical origins (columns Pand Q) . (E-value = 0, Identity = 90% and 100 %)



