
HHT178601 SDR family NAD(P)-dependent oxidoreductase Papillibacter sp. score = 28(2)HHT178601 SDR family NAD(P)-dependent oxidoreductase Papillibacter sp. score = 28NLM841861 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 25(2)NLM841861 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 25
NLP361661 SDR_family_oxidoreductase_Bacillota_bacterium_score_=_28
NLP361661 SDR_family_oxidoreductase_Bacillota_bacterium_score_=_27
NLM525151 SDR_family_oxidoreductase_Bacillota_bacterium_score_=_28
NLM525151 SDR_family_oxidoreductase_Bacillota_bacterium_score_=_27
HHU293621 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 35

HHU293621 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 34

MDI94622501 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 35

MDI94622501 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 34

HHX743961 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 34

HHX743961 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 36

NLN069721 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 30(2)

NLN069721 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 30

NLM464241 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 29

NLM464241 SDR family NAD(P)-dependent oxidoreductase Bacillota bacterium score = 30

MBP51661211 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 29(2)

MBP51661211 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 29

NLV502971 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 31(2)

NLV502971 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 31

NLO490831 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 33(2)

NLO490831 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 33

NLL393351 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 31(2)

NLL393351 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 31

NMA371671 SDR family NAD(P)-dependent oxidoreductase Papillibacter sp. score = 29(2)

NMA371671 SDR family NAD(P)-dependent oxidoreductase Papillibacter sp. score = 29

WP 0730783621 SDR family oxidoreductase Sporobacter termitidis score = 29(2)

WP 0730783621_SDR_family_oxidoreductase_Sporobacter_termitidis_score_=_29

NLT127641 SDR family oxidoreductase Clostridiales bacterium score = 30(2)

NLT127641 SDR_family_oxidoreductase_Clostridiales_bacterium_score_=_30

NMA245451 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 28(2)

NMA245451 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 28

NLB290391 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 27

NLB290391 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 30

MDR15896831 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 25(2)

MDR15896831 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 25

MDR23572741 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 25(2)

MDR23572741 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 25

MDR26653101 SDR family oxidoreductase Oscillospiraceae bacterium score = 18(2)

MDR26653101 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_18

MDR10650331 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 26(2)

MDR10650331 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 26

MDR12999081 SDR family oxidoreductase Oscillospiraceae bacterium score = 24(2)

MDR12999081 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_24

MDD61880881 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 31

MDD61880881 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 30

MBR65222601 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_25

MBR66543171 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_25

MBR33975381 SDR family NAD(P)-dependent oxidoreductase Lachnospiraceae bacterium score = 12

MBR33975381 SDR family NAD(P)-dependent oxidoreductase Lachnospiraceae bacterium score = 11

MBE69976851 SDR family oxidoreductase Oscillospiraceae bacterium score = 13(2)

MBE69976851 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_13

MBO46776981 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 28

MBO46776981 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 29

MBR35557581 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 28

MBR35557581 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 29

MBR46552731 SDR family oxidoreductase Oscillospiraceae bacterium score = 28(2)

MBR46552731 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_28

NLA880421 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 29(2)

NLA880421 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 29

MCL24022991 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 25

MCL24022991 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 26

MCL24099001 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 23

MCL24099001 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 24

MCL23668301 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 32

MCL23668301 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 34

MCL22277941 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 32

MCL22277941 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 34

MCL23911801 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 32

MCL23911801 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 34

MDR23554571 SDR family NAD(P)-dependent oxidoreductase Clostridiales Family XIII bacterium score = 22(2)

MDR23554571 SDR family NAD(P)-dependent oxidoreductase Clostridiales Family XIII bacterium score = 22

MDR13283981 SDR family oxidoreductase Oscillospiraceae bacterium score = 21(2)

MDR13283981 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_21

MDR18218841 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_12

MDR18218841 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_11

MDR08627391 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_26

MDR08627391 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_25

MDR09169951 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_23

MDR09169951 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_22

MDR33103641 SDR family oxidoreductase Oscillospiraceae bacterium score = 19(2)

MDR33103641 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_19

MDR04459461 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 21

MDR04459461 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 20

MDR24210251 SDR family oxidoreductase Oscillospiraceae bacterium score = 21(2)

MDR24210251 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_21

MDR08591371 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 14(2)

MDR08591371 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 14

MDR09358771 SDR family oxidoreductase Oscillospiraceae bacterium score = 14(2)

MDR09358771 SDR_family_oxidoreductase_Oscillospiraceae_bacterium_score_=_14

MCL21244581 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 20

MCL21244581 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 18

MCL21247141 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 19

MCL21247141 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 18

MCL21651491 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 20

MCL21651491 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 19

NLV512821 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 25

NLV512821 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 22

NMA246431 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 21

NMA246431 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 20

MCL21255991 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 23

MCL21255991 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 21

MDR08397371 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 19

MDR08397371 SDR family NAD(P)-dependent oxidoreductase Oscillospiraceae bacterium score = 17

NLV511091 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 24

NLV511091 SDR family NAD(P)-dependent oxidoreductase Clostridiales bacterium score = 23

MBQ34014891 SDR family NAD(P)-dependent oxidoreductase Lachnospiraceae bacterium score = 19

MBQ34014891 SDR family NAD(P)-dependent oxidoreductase Lachnospiraceae bacterium score = 18
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)-d

ependent o
xid

oreducta
se

 D
ehaloco

cc
oidales b

acte
riu

m sc
ore = 37

MDD53384851 SDR fa
mily 

NAD(P
)-d

ependent o
xid

oreducta
se

 D
ehaloco

cc
oidales b

acte
riu

m sc
ore = 42(2)

MDD53384851 SDR fa
mily 

NAD(P
)-d

ependent o
xid

oreducta
se

 D
ehaloco

cc
oidales b

acte
riu

m sc
ore = 42

MCR43930261 SDR fa
mily 

NAD(P)-d
ependent o

xid
oreducta

se
 Dehaloco

cco
idales b

acte
riu

m sc
ore = 30

MCR43930261 SDR fa
mily 

NAD(P)-d
ependent o

xid
oreducta

se
 Dehaloco

cco
idales b

acte
riu

m sc
ore = 29

MCX79117691 SDR fa
mily 

NAD(P)-d
ependent o

xid
oreducta

se
 Dehaloco

cco
idales b

acte
riu

m sc
ore = 29(2)

MCX79117691 SDR fa
mily 

NAD(P)-d
ependent o

xid
oreducta

se
 Dehaloco

cco
idales b

acte
riu

m sc
ore = 29

OGP652001 M
AG: hyp

othetica
l p

rotein A2169 07935 Delta
proteobacte

ria
 bacte

riu
m RBG 13 47 9 sc

ore = 38

OGP652001 M
AG: hypothetical p

rotein A2169 07935 Delta
proteobacteria

 bacteriu
m RBG 13 47 9 score = 39

MEE84134301 SDR fa
mily NAD(P)-d

ependent o
xidoreductase Dehalococcoidales bacteriu

m score = 34

MEE84134301 SDR fa
mily NAD(P)-d

ependent o
xidoreductase Dehalococcoidales bacteriu

m score = 33

NLE092371 SDR family NAD(P)-d
ependent oxidoreductase Dehalococcoidales bacteriu

m score = 31

NLE092371 SDR family NAD(P)-d
ependent oxidoreductase Dehalococcoidales bacteriu

m score = 27

HEY943221 SDR family NAD(P)-d
ependent oxidoreductase Dehalococcoidia bacteriu

m score = 23

HEY943221 SDR family NAD(P)-d
ependent oxidoreductase Dehalococcoidia bacterium score = 21

MBN20761071 SDR family NAD(P)-d
ependent oxidoreductase Dehalococcoidales bacterium score = 21

MBN20761071 SDR family NAD(P)-d
ependent oxidoreductase Dehalococcoidales bacterium score = 18

OGN906981 MAG: hypothetical protein A2158 02415 Chloroflexi bacterium RBG 13 46 14 score = 20

OGN906981 MAG: hypothetical protein A2158 02415 Chloroflexi bacterium RBG 13 46 14 score = 17

MBN20407641 SDR family NAD(P)-d
ependent oxidoreductase Spirochaetota bacterium score = 12

MBN20407641 SDR family NAD(P)-d
ependent oxidoreductase Spirochaetota bacterium score = 13

MBO96040741 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 20

MBO96040741 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 19

WEK469711 MAG: SDR family NAD(P)-dependent oxidoreductase Sphingomonadaceae bacterium score = 20

WEK469711 MAG: SDR family NAD(P)-dependent oxidoreductase Sphingomonadaceae bacterium score = 19

HEX77097591 SDR family NAD(P)-dependent oxidoreductase Sphingomonadaceae bacterium score = 21(2)

HEX77097591 SDR family NAD(P)-dependent oxidoreductase Sphingomonadaceae bacterium score = 21

WP 1607348461 SDR family NAD(P)-dependent oxidoreductase Altericroceibacterium endophyticum score = 19(2)

WP 1607348461 SDR family NAD(P)-dependent oxidoreductase Altericroceibacterium endophyticum score = 19

WP 1607383991 SDR family NAD(P)-dependent oxidoreductase Altericroceibacterium indicum score = 19(2)

WP 1607383991 SDR family NAD(P)-dependent oxidoreductase Altericroceibacterium indicum score = 19

WP 1203234341 SDR family NAD(P)-dependent oxidoreductase Altericroceibacterium spongiae score = 17(2)

WP 1203234341 SDR family NAD(P)-dependent oxidoreductase Altericroceibacterium spongiae score = 17

WP 1661756691 SDR family NAD(P)-dependent oxidoreductase Altererythrobacter segetis score = 21(2)

WP 1661756691 SDR family NAD(P)-dependent oxidoreductase Altererythrobacter segetis score = 21

HSQ967591 SDR family NAD(P)-dependent oxidoreductase Croceibacterium sp. score = 20(2)

HSQ967591 SDR family NAD(P)-dependent oxidoreductase Croceibacterium sp. score = 20

HTK724701 SDR family NAD(P)-dependent oxidoreductase Croceibacterium sp. score = 21

HTK724701 SDR family NAD(P)-dependent oxidoreductase Croceibacterium sp. score = 20

WP 1297936741 SDR family NAD(P)-dependent oxidoreductase Sphingosinicella sp. CPCC 101087 score = 31

WP 1297936741 SDR family NAD(P)-dependent oxidoreductase Sphingosinicella sp. CPCC 101087 score = 30

WP 1149528321 SDR family NAD(P)-dependent oxidoreductase Sphingosinicella terrae score = 24

WP 1149528321 SDR family NAD(P)-dependent oxidoreductase Sphingosinicella terrae score = 25

WP 3327149791 SDR family NAD(P)-dependent oxidoreductase Sphingomonas sp. ZT3P38 score = 27

WP 3327149791 SDR family NAD(P)-dependent oxidoreductase Sphingomonas sp. ZT3P38 score = 28

HTU134291 SDR family NAD(P)-dependent oxidoreductase Allosphingosinicella sp. score = 26

HTU134291 SDR family NAD(P)-dependent oxidoreductase Allosphingosinicella sp. score = 27

MBV98825931 SDR family NAD(P)-dependent oxidoreductase Sphingomonadaceae bacterium score = 25(2)

MBV98825931 SDR family NAD(P)-dependent oxidoreductase Sphingomonadaceae bacterium score = 25

MAW798561 dehydrogenase Parvularcula sp. score = 20(2)

MAW798561 dehydrogenase_Parvularcula_sp._score_=_20

MCK57493701 SDR family NAD(P)-dependent oxidoreductase Oricola sp. score = 19

MCK57493701 SDR family NAD(P)-dependent oxidoreductase Oricola sp. score = 20

WP 1048310521 SDR family NAD(P)-dependent oxidoreductase Marinicaulis flavus score = 18

WP 1048310521 SDR family NAD(P)-dependent oxidoreductase Marinicaulis flavus score = 19

HLY539751 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 34

HLY539751 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 36

MBO08942541 SDR family NAD(P)-dependent oxidoreductase Acidimicrobiales bacterium score = 10(2)

MBO08942541 SDR family NAD(P)-dependent oxidoreductase Acidimicrobiales bacterium score = 10

HXE172021 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 27(2)

HXE172021 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 27

HEX41134011 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 21

HEX41134011 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 22

HXZ689871 SDR family NAD(P)-dependent oxidoreductase Alphaproteobacteria bacterium score = 10

HXZ689881 SDR family NAD(P)-dependent oxidoreductase Alphaproteobacteria bacterium score = 20

HXZ689881 SDR family NAD(P)-dependent oxidoreductase Alphaproteobacteria bacterium score = 21

OGT847581 MAG: dehydrogenase Gammaproteobacteria bacterium RIFCSPLOWO2 02 FULL 61 13 score = 21

OGT847581 MAG: dehydrogenase Gammaproteobacteria bacterium RIFCSPLOWO2 02 FULL 61 13 score = 22

MBI29942591 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 20

MBI29942591 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 22

MEE83439321 SDR family NAD(P)-dependent oxidoreductase Woeseiaceae bacterium score = 21

MEE83439321 SDR family NAD(P)-dependent oxidoreductase Woeseiaceae bacterium score = 23

MDX14043431 SDR family NAD(P)-dependent oxidoreductase Woeseiaceae bacterium score = 19

MDX14043431 SDR family NAD(P)-dependent oxidoreductase Woeseiaceae bacterium score = 20

MDH41089961 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 13

MDH41089961 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 16

HZF163081 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 23

HZF163081 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 25

HZF268431 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 23(2)

HZF268431 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 23

HKE445971 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 21

HKE445971 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 22

HEY46463991 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 26

HEY46463991 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 28

HEU46271651 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 16

HEU46271651 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 17
HVY828071 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 16
HVY828071 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 17

HEV77164871 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 16HEV77164871 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 17HEX74181271 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 20HEX74181271 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 21
HUI590151 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 28
HUI590151 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 30

HVO490031 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 24

HVO490031 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 27

MDB61590491 Dehydrogenase_Gammaproteobacteria_bacterium_score_=_21

MDB61590491 Dehydrogenase_Gammaproteobacteria_bacterium_score_=_24

HEV74440251 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 21

HEV74440251 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 24

HEU01739061 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 17

HEU01739061 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 19

MBO08623241 SDR family NAD(P)-dependent oxidoreductase Chloracidobacterium sp. score = 14

MBO08623241 SDR family NAD(P)-dependent oxidoreductase Chloracidobacterium sp. score = 15

HEU01849241 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 15

HEU01849241 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 17

MBO07227721 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 16

MBO07227721 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 18

MBO07991381 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 16

MBO07991381 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 18

HKQ772471 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 20

HKQ772471 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 21

HKV389671 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 14

HKV389671 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 13

MBO07199051 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 19(2)

MBO07199051 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 19

HKJ751661 SDR family NAD(P)-dependent oxidoreductase Alphaproteobacteria bacterium score = 17(2)

HKJ751661 SDR family NAD(P)-dependent oxidoreductase Alphaproteobacteria bacterium score = 17

HLY540671 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 22

HUN265401 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 16

HUN265401 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 14

HUI631601 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 24(2)

HUI631601 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 24

HVO470661 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 23

HVO470661 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 24

MCC74634931 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 14

MCC74634931 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 13

HUJ462391 SDR family NAD(P)-dependent oxidoreductase Rhizomicrobium sp. score = 20

HKD203991 SDR family NAD(P)-dependent oxidoreductase Rhizomicrobium sp. score = 13

HKD203991 SDR family NAD(P)-dependent oxidoreductase Rhizomicrobium sp. score = 12

MAW798411 short-chain_dehydrogenase_Parvularcula_sp._score_=_10

HWW640171 SDR family NAD(P)-dependent oxidoreductase Sphingomonadaceae bacterium score = 11

HWW640171 SDR family NAD(P)-dependent oxidoreductase Sphingomonadaceae bacterium score = 13

NLV315181 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 16

NLV315181 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 15

MBN22426691 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 16(2)

MBN22426691 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 16

MBN23214431 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 10(2)

MBN23214431 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 10

HSW382751 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 11(2)

HSW382751 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 11

MBN15663411 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 10

HTY630341 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 13

HTY630341 SDR family NAD(P)-dependent oxidoreductase Acidobacteriota bacterium score = 12

MBN18306491 SDR family NAD(P)-dependent oxidoreductase Deltaproteobacteria bacterium score = 15(2)

MBN18306491 SDR family NAD(P)-dependent oxidoreductase Deltaproteobacteria bacterium score = 15

HEX74174391 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 14

HEX74174391 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 15

HZF151051 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 11

HKE456621 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 12

HKE456621 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 15

HUK022221 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 12

MBN18331501 SDR family NAD(P)-dependent oxidoreductase Deltaproteobacteria bacterium score = 13

MBF82705461 hypothetical_protein_Gammaproteobacteria_bacterium_score_=_17

MBF82705461 hypothetical_protein_Gammaproteobacteria_bacterium_score_=_16

OGT822241 MAG: hypothetical protein A3H91 17855 Gammaproteobacteria bacterium RIFCSPLOWO2 02 FULL 61 13 score = 13

OGT822241 MAG: hypothetical protein A3H91 17855 Gammaproteobacteria bacterium RIFCSPLOWO2 02 FULL 61 13 score = 11

MBI29941991 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 11

MBI29941991 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 10

HLB303241 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 16

HLB303241 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 15

TAJ939541 MAG: SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 13

TAJ939541 MAG: SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 12

MBF82697551 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 11

HEY36569551 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 10

MDB60096071 hypothetical_protein_Gammaproteobacteria_bacterium_score_=_12

HZV513261 SDR family NAD(P)-dependent oxidoreductase Candidatus Dormiibacterota bacterium score = 12(2)

HZV513261 SDR family NAD(P)-dependent oxidoreductase Candidatus Dormiibacterota bacterium score = 12

MBI29928341 SDR family NAD(P)-dependent oxidoreductase Gammaproteobacteria bacterium score = 12

HEY52096551 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 15

HEX41131591 SDR family NAD(P)-dependent oxidoreductase Stellaceae bacterium score = 13

HUN270891 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 13

HUN270891 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 12

HTT015771 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 16

HTT015771 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 15

HEU43863071 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 15

HEU43863071 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 16

HKQ772491 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 15(2)

HKQ772491 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 15

MBO08623261 SDR family NAD(P)-dependent oxidoreductase Chloracidobacterium sp. score = 10(2)

MBO08623261 SDR family NAD(P)-dependent oxidoreductase Chloracidobacterium sp. score = 10

HEU01735051 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 16

HEU01735051 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 15

HEV26649591 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 13(2)

HEV26649591 SDR family NAD(P)-dependent oxidoreductase Blastocatellia bacterium score = 13

WP 1202985571 MULTISPECIES: SDR family NAD(P)-dependent oxidoreductase unclassified Paraburkholderia score = 15(2)

W
P 1202985571 MULTISPECIES: SDR family NAD(P)-dependent oxidoreductase unclassified Paraburkholderia score = 15

W
P 1559114381 MULTISPECIES: SDR family NAD(P)-dependent oxidoreductase unclassified Mycolicibacterium score = 10

HEX63969631 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 13(2)

HEX63969631 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 13

HKU906521 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 14

HEU45917801 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 15

HXE883101 SDR family NAD(P)-dependent oxidoreductase Hyphomicrobiaceae bacterium score = 12

HEX51623961 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 13

HET78092071 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 10

HEV84446271 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 16

HTU665371 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 13

HTU665371 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 14

HSC074681 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 18

HSC074681 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 22

HEX97728301 SDR family NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium score = 22

HEX97728301 SDR fam
ily NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium

 score = 26

W
P 0547953291 M

ULTISPECIES: SDR fam
ily NAD(P)-dependent oxidoreductase Paenibacillus score = 22

W
P 0547953291 M

ULTISPECIES: SDR fam
ily NAD(P)-dependent oxidoreductase Paenibacillus score = 25

M
BX54371361 SDR fam

ily NAD(P)-dependent oxidoreductase Alicyclobacillaceae bacterium
 score = 16(2)

M
BX54371361 SDR fam

ily NAD(P)-dependent oxidoreductase Alicyclobacillaceae bacterium
 score = 16

M
BX54365371 SDR fam

ily NAD(P)-dependent oxidoreductase Alicyclobacillaceae bacterium
 score = 15

M
BX54365371 SDR fam

ily NAD(P)-dependent oxidoreductase Alicyclobacillaceae bacterium
 score = 16

M
BX54376401 SDR fam

ily NAD(P)-dependent oxidoreductase Alicyclobacillaceae bacterium
 score = 10

M
BX54376401 SDR fam

ily NAD(P)-dependent oxidoreductase Alicyclobacillaceae bacterium
 score = 11

M
UG692351 SDR fam

ily NAD(P)-dependent oxidoreductase Paenibacillus validus score = 20

HTT031941 SDR fam
ily NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium

 score = 16

HTT031941 SDR fam
ily NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium

 score = 17

HVS764041 SDR fam
ily NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium

 score = 15

HVS764041 SDR fam
ily NAD(P)-dependent oxidoreductase Steroidobacteraceae bacterium

 score = 18

M
DB61006871 ligO

_G
am

m
aproteobacteria_bacterium

_score_=_13

M
DB61006871 ligO

_G
am

m
aproteobacteria_bacterium

_score_=_17

HKD221351 SDR fam
ily NAD(P)-dependent oxidoreductase Rhizom

icrobium
 sp. score = 14

HKD221351 SDR fam
ily NAD(P)-dependent oxidoreductase Rhizom

icrobium
 sp. score = 15

HEY41151891 SDR fam
ily NAD(P)-dependent oxidoreductase Rhizom

icrobium
 sp. score = 14

HEY41151891 SDR fam
ily NAD(P)-dependent oxidoreductase Rhizom

icrobium
 sp. score = 17

HUJ473321 SDR fam
ily NAD(P)-dependent oxidoreductase Rhizom

icrobium
 sp. score = 13

HUJ473321 SDR fam
ily NAD(P)-dependent oxidoreductase Rhizom

icrobium
 sp. score = 14

M
CC74628461 SDR fam

ily NAD(P)-dependent oxidoreductase G
am

m
aproteobacteria bacterium

 score = 15

M
C

C
74628461 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase G
am

m
aproteobacteria bacterium

 score = 18

M
BD

37298801 SD
R

 fam
ily N

AD
(P)-dependent oxidoreductase Sphingom

onadales bacterium
 score = 14(2)

M
BD

37298801 SD
R

 fam
ily N

AD
(P)-dependent oxidoreductase Sphingom

onadales bacterium
 score = 14

W
P 1607348401 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase Altericroceibacterium
 endophyticum

 score = 10

M
BT21866451 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase Sphingobium
 nicotianae score = 14

W
P 2466062001 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase Sphingobium
 xanthum

 score = 13

W
P 0140779021 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase Sphingobium
 sp. SYK-6 score = 12

M
BB59876271 N

AD
P-dependent_3-hydroxy_acid_dehydrogenase_YdfG

_Sphingobium
_lignivorans_score_=_12

W
P 2603950881 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase Sphingobium
 lignivorans score = 12

H
H

X737071 SD
R

 fam
ily N

AD
(P)-dependent oxidoreductase Bacillota bacterium

 score = 16(2)

H
H

X737071 SD
R

 fam
ily N

AD
(P)-dependent oxidoreductase Bacillota bacterium

 score = 16

N
LP370871 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase Bacillota bacterium
 score = 15

N
LP370871 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase Bacillota bacterium
 score = 16

N
LM

517911 SD
R

 fam
ily N

AD
(P)-dependent oxidoreductase Bacillota bacterium

 score = 15

N
LM

517911 SD
R

 fam
ily N

AD
(P)-dependent oxidoreductase Bacillota bacterium

 score = 19

H
SD

701651 SD
R

 fam
ily N

AD
(P)-dependent oxidoreductase W

oeseiaceae bacterium
 score = 17

H
U

D
964911 SD

R
 fam

ily N
AD

(P)-dependent oxidoreductase W
oeseiaceae bacterium

 score = 16

H
LF314861 S

D
R

 fam
ily N

A
D

(P
)-dependent oxidoreductase X

anthom
onadales bacterium

 score = 12

M
D

H
53111741 S

D
R

 fam
ily N

A
D

(P
)-dependent oxidoreductase G

am
m

aproteobacteria bacterium
 score = 16

M
D

H
41102001 S

D
R

 fam
ily N

A
D

(P
)-dependent oxidoreductase G

am
m

aproteobacteria bacterium
 score = 15

W
P

 1048310551 S
D

R
 fam

ily N
A

D
(P

)-dependent oxidoreductase M
arinicaulis flavus score = 11

W
P

 3246992141 S
D

R
 fam

ily N
A

D
(P

)-dependent oxidoreductase N
ovosphingobium

 sp. R
L4 score = 15

W
P

 3246992141 S
D

R
 fam

ily N
A

D
(P
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xidoreductase Novosphingobium sp. S
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DR fa
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xidoreductase unclassifie

d Novosphingobium score = 35

WP 2926893081 M
ULTISPECIES: S

DR fa
mily NAD(P)-d

ependent o
xidoreductase unclassifie

d Novosphingobium score = 31

WP 2741737951 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium sp. K

ACC 22771 score = 35

WP 2741737951 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium sp. K

ACC 22771 score = 31

WP 1836245241 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium sediminicola score = 36

WP 1836245241 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium sediminicola score = 32

WP 1723423791 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium sp. S

G751A score = 36

WP 1723423791 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium sp. S

G751A score = 32

WP 2736186881 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium humi score = 34

WP 2736186881 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium humi score = 30

WP 1277070871 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium umbonatum score = 31

WP 1277070871 SDR family NAD(P)-d
ependent oxidoreductase Novosphingobium umbonatum score = 27

NBC361911 SDR family NAD(P)-dependent oxidoreductase Novosphingobium ovatum score = 38

NBC361911 SDR family NAD(P)-dependent oxidoreductase Novosphingobium ovatum score = 34

WP 2277111431 SDR family NAD(P)-dependent oxidoreductase Novosphingobium ovatum score = 38

WP 2277111431 SDR family NAD(P)-dependent oxidoreductase Novosphingobium ovatum score = 34

HWU029531 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 37

HWU029531 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 33

WP 2929214531 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. SCN 63-17 score = 34

WP 2929214531 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. SCN 63-17 score = 30

TXI101721 MAG: SDR family NAD(P)-dependent oxidoreductase partia
l Novosphingobium sp. score = 29

TXI101721 MAG: SDR family NAD(P)-dependent oxidoreductase partia
l Novosphingobium sp. score = 33

WP 0623443971 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. CCH12-A3 score = 42

WP 0623443971 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. CCH12-A3 score = 38

WP 0393357371 MULTISPECIES: SDR family NAD(P)-dependent oxidoreductase Novosphingobium score = 42

WP 0393357371 MULTISPECIES: SDR family NAD(P)-dependent oxidoreductase Novosphingobium score = 38

NLR398161 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. ERW19 score = 42

NLR398161 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. ERW19 score = 38

WP 1180753261 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. THN1 score = 42

WP 1180753261 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. THN1 score = 38

WP 1449034461 SDR family NAD(P)-dependent oxidoreductase Novosphingobium taihuense score = 41

WP 1449034461 SDR family NAD(P)-dependent oxidoreductase Novosphingobium taihuense score = 37

WP 1962741681 SDR family NAD(P)-dependent oxidoreductase Novosphingobium jiangmenense score = 40

WP 1962741681 SDR family NAD(P)-dependent oxidoreductase Novosphingobium jiangmenense score = 36

RJT254291 SDR family NAD(P)-dependent oxidoreductase Chakrabartia godavariana score = 40

RJT254291 SDR family NAD(P)-dependent oxidoreductase Chakrabartia godavariana score = 36

WP 2772778041 SDR family NAD(P)-dependent oxidoreductase Novosphingobium cyanobacteriorum score = 39

WP 2772778041 SDR family NAD(P)-dependent oxidoreductase Novosphingobium cyanobacteriorum score = 35

WP 0842776541 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. B1 score = 39

WP 0842776541 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. B1 score = 35

WP 3115091211 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. MMS21-SN21R score = 36

WP 3115091211 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. MMS21-SN21R score = 32

WP 0114438671 SDR family NAD(P)-dependent oxidoreductase Novosphingobium aromaticivorans score = 40

LigD N_aromaticivorans_score_=_40

WP 0114438671 SDR family NAD(P)-dependent oxidoreductase Novosphingobium aromaticivorans score = 36

WP 3056164681 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 39

WP 3056164681 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 35

WP 2681730661 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. SL115 score = 39

WP 2681730661 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. SL115 score = 35

WP 1688519161 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. ERN07 score = 39

WP 1688519161 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. ERN07 score = 35

MCX72830371 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 39

MCX72830371 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 35

WP 2982876041 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 39

WP 2982876041 SDR family NAD(P)-dependent oxidoreductase Novosphingobium sp. score = 34

WP 2926306591 MULTISPECIES: SDR family NAD(P)-dependent oxidoreductase unclassified Novosphingobium score = 39

WP 2926306591 MULTISPECIES: SDR family NAD(P)-dependent oxidoreductase unclassified Novosphingobium score = 34


