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ZP_00731450 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_
ZP_00699823 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_
YP_405913 ABB64422 Shigella dysenteriae Sd197 YP_409844 ABB68016 Shigella boydii Sb227 AAB18510 Escherichia coli str. K-12 substr. MG1655 YP_001745808 ACB15870 Escherichia coli SMS-3-5 ZP_00717979 _COG1215:_Glycosyltransferases,_probably_invo25

16

ZP_03440489 EEC29050 Escherichia coli O157:H7 str. TW14588 YP_003080323 ACT74247 Escherichia coli O157:H7 str. TW14359 NP_312440 BAB37836 Escherichia coli O157:H7 str. Sakai ZP_02810405 EDU92734 Escherichia coli O157:H7 str. EC869 ZP_0282237
61

ZP_00726419 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_
ZP_04533784 EEH88826 Escherichia sp. 3_2_53FAA YP_543025 ABE09494 Escherichia coli UTI89 YP_002400029 CAR10342 Escherichia coli ED1a NP_756207 AAN82781 Escherichia coli CFT073 YP_859139 ABJ03015 Escherichia coli APEC O1 ZP_04001499 EEJ22

56

ZP_02901140 EDS93056 Escherichia albertii TW07627 cellulose synthase/cellulose synthase
66

CAD56668 Citrobacter sp. Fec2 cellulose synthase catalytic subunit
46

YP_001178636 ABP62585 Enterobacter sp. 638 cellulose synthase catalytic subunit/Cellulose synthase (UDP-forming)
YP_001456457 ABV16021 Citrobacter koseri ATCC BAA-895 cellulose synthase catalytic subunit/CKO_04977

AAO33378 Salmonella enterica subsp. enterica serovar Typhimurium AF466300_1 cellulose synthase CelA
NP_807513 AAO71373 Salmonella enterica subsp. enterica serovar Typhi str. Ty2 ZP_03380247 Salmonella enterica subsp. enterica serovar Typhi str. J185 ZP_03370169 Salmonella enterica subsp. enterica serovar Typhi str. E98-2068 NP_458301 Salmonell67

ZP_02830558 EDZ31272 Salmonella enterica subsp. enterica serovar Weltevreden str. HI_N05-537 ZP_03213722 EDZ02753 Salmonella enterica subsp. enterica serovar Virchow str. SL491 NP_462520 AAL22479 CAC86199 Salmonella enterica subsp. enterica ser96
15
9

31

YP_001337537 ABR79270 Klebsiella pneumoniae subsp. pneumoniae MGH 78578 YP_002921726 BAH65659 Klebsiella pneumoniae NTUH-K2044 cellulose synthase catalytic subunit/putative cellulose synthase /putative cellulose synthase /putative cellulose synth

58

YP_001440220 ABU79384 Cronobacter sakazakii ATCC BAA-894 CAM32317 Cronobacter sakazakii cellulose synthase catalytic subunit/ESA_04204 /putative cellulose synthase operon protein A, cellulose synthase catalytic subunit

100

ZP_00832012 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_[Yersinia_intermedia_AT
ZP_00830673 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_[Yersinia_frederiksenii
YP_001008215 CAL14091 Yersinia enterocolitica subsp. enterocolitica 8081 cellulose synthase catalytic subunit/cellulose synthase 1 catalytic subunit43

100

YP_001476386 ABV39258 Serratia proteamaculans 568 cellulose synthase catalytic subunit/Cellulose synthase (UDP-forming)
99

94

ZP_02136654 _cellulose_synthase,_catalytic_subunit__>gi|161397424|gb|EDQ21712.1|_cellu
YP_206842 AAW87954 Vibrio fischeri ES114 cellulose synthase catalytic subunit/cellulose synthase, catalytic subunit100
YP_129929 CAG20127 Photobacterium profundum SS9 cellulose synthase catalytic subunit/Putative cellulose synthase catalytic subunit

ZP_01220918 EAS42532 Photobacterium profundum 3TCK Putative cellulose synthase catalytic subunit/Putative cellulose synthase catalytic subunit100
ZP_01260870 EAS75827 Vibrio alginolyticus 12G01 Putative cellulose synthase catalytic subunit/Putative cellulose synthase catalytic subunit
ZP_01986779 EDL68572 Vibrio harveyi HY01 cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)
ZP_02196466 EDP58476 Vibrio campbellii AND4 Putative cellulose synthase catalytic subunit/Putative cellulose synthase catalytic subunit69

100
57

100

90

YP_340660 CAI87218 Pseudoalteromonas haloplanktis TAC125 cellulose synthase catalytic subunit/Cellulose synthase catalytic subunit
ZP_01611454 EAW29136 Alteromonadales bacterium TW-7 cellulose synthase, catalytic subunit/cellulose synthase, catalytic subunit100

29

YP_001170829 ABP77987 Pseudomonas stutzeri A1501 cellulose synthase catalytic subunit/cellulose synthase, catalytic subunit
YP_001669425 ABY99089 Pseudomonas putida GB-1 cellulose synthase catalytic subunit/cellulose synthase catalytic subunit (UDP-forming)
YP_001267459 ABQ78275 Pseudomonas putida F1 cellulose synthase catalytic subunit/Cellulose synthase (UDP-forming)

NP_744779 AAN68243 Pseudomonas putida KT2440 cellulose synthase catalytic subunit/AE016458_8 cellulose synthase, putative98
100

100

16

YP_001115654 ABO59399 Burkholderia vietnamiensis G4 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
YP_553295 ABE33945 Burkholderia xenovorans LB400 ZP_01507060 _glycosyl_transferase,_family_2__>gi|117993915|gb|EAV08205.1|_gl cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)

YP_001859460 ACC72414 Burkholderia phymatum STM815 cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)92
100

YP_787129 CAJ50241 Bordetella avium 197N cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit
28

NP_902348 AAQ60348 Chromobacterium violaceum ATCC 12472 cellulose synthase, subunit A/cellulose synthase, subunit A
YP_001791106 ACB34341 Leptothrix cholodnii SP-6 cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)

ZP_01768824 EBA46735 Burkholderia pseudomallei 305 cellulose synthase, catalytic subunit (UDP-forming)/cellulose synthase, catalytic subunit (UDP-forming)
ZP_04900266 EDS83278 Burkholderia pseudomallei S13 ZP_04893423 EDO90261 Burkholderia pseudomallei Pasteur 52237 ZP_03791669 EEH27977 Burkholderia pseudomallei Pakistan 9 ZP_02494400 Burkholderia pseudomallei NCTC 13177 YP_111583 CAH39050 Bu99
YP_438994 ABC36091 Burkholderia thailandensis E264 ZP_02384173 Burkholderia thailandensis Bt4 glycosyl transferase, group 2 family protein/glycosyl transferase, group 2 family protein /glycosyl transferase, group 2 family protein
ZP_02376009 Burkholderia thailandensis TXDOH glycosyl transferase, group 2 family protein88
ZP_02466911 Burkholderia thailandensis MSMB43 glycosyl transferase, group 2 family protein70

83

ZP_02359155 Burkholderia oklahomensis EO147 ZP_02366225 Burkholderia oklahomensis C6786 glycosyl transferase, group 2 family protein/glycosyl transferase, group 2 family protein

100

ZP_04945960 EAY69131 Burkholderia dolosa AUO158 ZP_00986133 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_[Burkholderia_dolosa_AU Glycosyltransferase/Glycosyltransferase
YP_001764660 ACA90538 Burkholderia cenocepacia MC0-3 cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)
ZP_00982339 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_[Burkholderia_cenocepac

YP_835030 ABK08137 Burkholderia cenocepacia HI2424 YP_620785 ABF75812 Burkholderia cenocepacia AU 1054 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming) /cellulose synthase (UDP-forming) /Cellulose synthase (UDP-forming)76
79

YP_001580105 YP_001945792 ABX15608 BAG43256 Burkholderia multivorans ATCC 17616 cellulose synthase catalytic subunit (UDP-forming)/UDP-forming cellulose synthase /cellulose synthase catalytic subunit (UDP-forming) /UDP-forming cellulose synthase
ZP_02910437 EDT38429 Burkholderia ambifaria MEX-5 YP_001808003 ACB63787 Burkholderia ambifaria MC40-6 ZP_02894389 EDT00033 Burkholderia ambifaria IOP40-10 YP_773155 ABI86821 Burkholderia ambifaria AMMD cellulose synthase catalytic subunit (
YP_368770 ABB08126 Burkholderia sp. 383 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)25
YP_001119200 ABO54365 Burkholderia vietnamiensis G4 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)25

13

58

63

ZP_02376442 Burkholderia ubonensis Bu Cellulose synthase (UDP-forming)

100

100

YP_297723 AAZ62879 Ralstonia eutropha JMP134 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)

94

42

27

18

24

EDZ38752 Leptospirillum sp. Group II '5-way CG' EAY57274 Leptospirillum rubarum Cellulose synthase catalytic subunit (UDP- forming)/Cellulose synthase catalytic subunit (UDP-forming)

63

YP_162818 AAV89707 Zymomonas mobilis subsp. mobilis ZM4 glycosyltransferase/glycosyltransferase
ZP_00418769 _Cellulose_synthase_(UDP-forming)__>gi|67085428|gb|EAM04902.1|_Cellu

ZP_02962665 EDU57560 Providencia stuartii ATCC 25827 PROSTU_04805/PROSTU_04805
ZP_00826379 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_[Yersinia_mollaretii_AT
YP_001337547 ABR79280 Klebsiella pneumoniae subsp. pneumoniae MGH 78578 putative cellulose synthase/putative cellulose synthase

YP_001178646 ABP62595 Enterobacter sp. 638 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)100
93

58
84

91

CAA38487 2019362A P21877 BAC82543 Gluconacetobacter xylinus cellulose synthase (UDP-forming)/2019362A cellulose synthase/ACSA1_ACEXY RecName: Full=Cellulose synthase 1; Includes: RecName: Full=Cellulose synthase catalytic domain /cellulose synthas
Q9WX61 BAA77585 Gluconacetobacter xylinus BCSA3_ACEXY RecName: Full=Cellulose synthase 1 catalytic subunit/bcsAI

P19449 AAA21884 Gluconacetobacter xylinus BCSA1_ACEXY RecName: Full=Cellulose synthase catalytic subunit/bcs A protein
O82859 BAA31463 Gluconacetobacter xylinus BCSA2_ACEXY RecName: Full=Cellulose synthase catalytic subunit/cellulose synthase subunit A100

99
99

Q9RBJ2 BAA77600 Q9WX75 BAA77593 Gluconacetobacter xylinus BCSA4_ACEXY RecName: Full=Putative cellulose synthase 2; Includes: RecName: Full=Cellulose synthase catalytic subunit/bcsABII-B /BCSA5_ACEXY RecName: Full=Putative cellulose synthase 3; Incl

100

56

100

YP_001233712 ABQ29793 Acidiphilium cryptum JF-5 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
NP_213971 AAC07360 Aquifex aeolicus VF5 cellulose synthase catalytic subunit/cellulose synthase catalytic subunit

ZP_01111065 _cellulose_synthase_catalytic_subunit_[Alteromonas_macleodii_Deep_ecotype]_>gi|88773353|gb|EAR0
YP_001767126 ACA14692 Methylobacterium sp. 4-46 cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)
ZP_02057738 _Cellulose_synthase_(UDP-forming)__>gi|156189626|gb|EDO2198

YP_001757442 ACB26759 Methylobacterium radiotolerans JCM 2831 cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)
ZP_02121656 _Cellulose_synthase_(UDP-forming)__>gi|162431077|gb|EDQ41683

YP_001924018 ACB79483 Methylobacterium populi BJ001 ZP_02203076 _Cellulose_synthase_(UDP-forming)_ cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)
ZP_02056928 _Cellulose_synthase_(UDP-forming)__>gi|156190446|gb|EDO22
YP_001638839 ABY29768 Methylobacterium extorquens PA1 cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)69

98

YP_001752984 ACB22301 Methylobacterium radiotolerans JCM 2831 cellulose synthase catalytic subunit (UDP-forming)/cellulose synthase catalytic subunit (UDP-forming)
96

93

69

100

ZP_02165202 EDQ34686 Hoeflea phototrophica DFL-43 putative cellulose synthase catalytic subunit (UDP-forming)/putative cellulose synthase catalytic subunit (UDP-forming)
NP_357298 AAK90083 Agrobacterium tumefaciens str. C58 AAC41435 AAC41436 2105261F Agrobacterium tumefaciens cellulose synthase/cellulose synthase /cellulose synthase /cellulose synthase /2105261F celA gene
YP_001313918 ABR63985 Sinorhizobium medicae WSM419 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)

ZP_02858021 _cellulose_synthase_catalytic_subunit_(UDP-forming)_[Rhizobium_leguminosarum_bv._trifolii_WSM230
YP_469072 ABC90345 Rhizobium etli CFN 42 cellulose synthase protein/cellulose synthase protein
ZP_02294332 _Cellulose_synthase_(UDP-forming)__>gi|167073439|g
YP_767250 CAK07141 Rhizobium leguminosarum bv. viciae 3841 putative cellulose synthase catalytic subunit/putative cellulose synthase catalytic subunit99

45
100

90
100

ZP_01225869 EAS51280 Aurantimonas manganoxydans SI85-9A1 cellulose synthase/cellulose synthase
ZP_01440039 EAU40463 Fulvimarina pelagi HTCC2506 cellulose synthase/cellulose synthase100

32

43

100

YP_001170329 ABP73024 Rhodobacter sphaeroides ATCC 17025 Rsph17025_4173/Rsph17025_4173
YP_001167168 ABP69863 Rhodobacter sphaeroides ATCC 17025 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)

YP_001043854 ABN77082 Rhodobacter sphaeroides ATCC 17029 YP_353410 ABA79509 Rhodobacter sphaeroides 2.4.1 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming) /cellulose synthase /possible cellulose synthase100
100

98

28

6

YP_001155951 ABP34387 Polynucleobacter necessarius subsp. asymbioticus QLW-P1DMWA-1 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
CAJ74150 Candidatus Kuenenia stuttgartiensis strongly similar to cellulose synthase, catalytic subunit (UDP-forming)63
YP_131979 CAG22179 Photobacterium profundum SS9 glycosyltransferase/hypothetical glycosyltransferase, probably involved in cell wall biogenesis20

15

86

86

ZP_02177214 EDP76252 Hydrogenivirga sp. 128-5-R1-1 Cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
YP_293216 AAZ65359 Ralstonia eutropha JMP134 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)

YP_001858598 ACC71552 Burkholderia phymatum STM815 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
ZP_02362415 Burkholderia oklahomensis C6786 Cellulose synthase (UDP-forming)

ZP_02355219 Burkholderia oklahomensis EO147 Cellulose synthase (UDP-forming)100
ZP_02369576 Burkholderia thailandensis TXDOH Cellulose synthase (UDP-forming)
ZP_02495638 Burkholderia pseudomallei NCTC 13177 ZP_01770154 EBA45297 Burkholderia pseudomallei 305 Cellulose synthase (UDP-forming)/type IV pilus assembly protein PilZ /type IV pilus assembly protein PilZ97

100

61
100

81

41

YP_001378965 ABS25981 Anaeromyxobacter sp. Fw109-5 glycosyl transferase family protein/glycosyl transferase family 2
ZP_02324988 _glycosyl_transferase_family_2__>gi|167415006|gb|EDR81743.1
YP_465238 ABC81801 Anaeromyxobacter dehalogenans 2CP-C glycosyl transferase family protein/glycosyl transferase, family 2100

100

35

YP_730670 ABI45641 Synechococcus sp. CC9311 glycosyl transferase group 2 family protein/glycosyl transferase, group 2 family protein domain protein
NP_769088 BAC47713 Bradyrhizobium japonicum USDA 110 cellulose synthase catalytic subunit/bll2448

ZP_01547006 EAV44323 Labrenzia aggregata IAM 12614 SIAM614_04155/SIAM614_04155
NP_396026 AAK90467 Agrobacterium tumefaciens str. C58 Curdlan synthase/Curdlan Synthase

ZP_01011484 EAQ14791 Rhodobacterales bacterium HTCC2654 RB2654_19448/RB2654_19448
ZP_02155246 EDQ03257 Oceanibulbus indolifex HEL-45 OIHEL45_19696/OIHEL45_1969676

98
100

99

ZP_02202737 _Cellulose_synthase_(UDP-forming)__>gi|179343046|gb|ACB78458.1|_C
YP_001638637 ABY29566 Methylobacterium extorquens PA1 ZP_02058374 _Cellulose_synthase_(UDP-forming)__>gi|156189005|gb|EDO21 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)100

YP_001239600 ABQ35694 Bradyrhizobium sp. BTAi1 glycosyltransferase/Putative Glycosyltransferase, possibly the catalytic subunit of a cellulose synthase88

AAD20440 Agrobacterium sp. ATCC 31749 putative beta 1,3 glucan synthase catalytic subunit
NP_357541 AAK90326 Agrobacterium tumefaciens str. C58 ACF34997 Agrobacterium tumefaciens beta 1,3 glucan synthase catalytic subunit/beta 1,3 glucan synthase catalytic subunit /curdlan100

ZP_01440894 EAU39677 Fulvimarina pelagi HTCC2506 beta 1,3 glucan synthase catalytic subunit/beta 1,3 glucan synthase catalytic subunit81

100

ZP_02365420 Burkholderia oklahomensis C6786 glycosyl transferase, group 2 family protein
ZP_02358350 Burkholderia oklahomensis EO147 glycosyl transferase, group 2 family protein100

ZP_02382249 Burkholderia ubonensis Bu glycosyl transferase, group 2 family protein38

ZP_02474490 Burkholderia pseudomallei B7210 ZP_04810027 EES20652 Burkholderia pseudomallei 1106b YP_001075032 ABN94393 Burkholderia pseudomallei 1106a glycosyl transferase, group 2 family protein/glycosyl transferase, group 2 family /glycosyl t
ZP_04899273 EDS82285 Burkholderia pseudomallei S13 ZP_01330855 _hypothetical_protein_BpseS_03001016__>gi|167914249|ref|ZP_025013 glycosyl transferase, group 2 family protein/glycosyl transferase, group 2 family protein
ZP_04967490 EDO87329 Burkholderia pseudomallei 406e ZP_01324630 _hypothetical_protein_BpseP_03001489__>gi|100236512|ref|ZP_01 glycosyl transferase, group 2 family protein/glycosyl transferase, group 2 family protein
ZP_02495698 Burkholderia pseudomallei NCTC 13177 ZP_04521906 EEP50820 Burkholderia pseudomallei MSHR346 YP_110746 CAH38194 Burkholderia pseudomallei K96243 ZP_02406203 Burkholderia pseudomallei DM98 ZP_02509252 Burkholderia pseudomallei BCC21
ZP_02484991 Burkholderia pseudomallei 7894 YP_990114 ABM48577 Burkholderia mallei SAVP1 ZP_02265333 EES46526 Burkholderia mallei PRL-20 YP_001078652 ABO03295 Burkholderia mallei NCTC 10247 YP_001023969 ABM99611 Burkholderia mallei NCTC 102272

60
17
89

ZP_02465990 Burkholderia thailandensis MSMB43 glycosyl transferase, group 2 family protein

58

44

YP_728945 CAJ95580 Ralstonia eutropha H16 glycosyltransferase/Glycosyltransferase

89

YP_299426 AAZ64582 Ralstonia eutropha JMP134 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
YP_583886 ABF08617 Ralstonia metallidurans CH34 glycosyl transferase family protein/glycosyl transferase, family 297

100

100

90

NP_773345 BAC51970 Bradyrhizobium japonicum USDA 110 putative cellulose synthase catalytic subunit protein/bll6705
ZP_01003835 EAQ05970 Loktanella vestfoldensis SKA53 putative cellulose synthase catalytic subunit protein/putative cellulose synthase catalytic subunit protein
YP_001770326 ACA17892 Methylobacterium sp. 4-46 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)

ZP_02200527 _Cellulose_synthase_(UDP-forming)__>gi|179344038|gb|ACB79450.1|_C
ZP_02058442 _Cellulose_synthase_(UDP-forming)__>gi|156189073|gb|EDO21
YP_001638608 ABY29537 Methylobacterium extorquens PA1 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)95

96

YP_001753079 ACB22396 Methylobacterium radiotolerans JCM 2831 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
50

100

YP_472525 ABC93798 Rhizobium etli CFN 42 putative cellulose synthase (glycosyltransferase) protein/putative cellulose synthase (glycosyltransferase) protein
ZP_02858951 _Cellulose_synthase_(UDP-forming)__>gi|169085691|g100
YP_002823980 AAQ87093 ACP23227 Rhizobium sp. NGR234 UDP-forming cellulose synthase catalytic subunit/Cellulose synthase catalytic subunit /UDP-forming cellulose synthase catalytic subunit

NP_436917 CAC48777 Sinorhizobium meliloti 1021 putative cellulose synthase catalytic subunit protein/cellulose synthase (UDP-forming)
YP_001312472 ABR62539 Sinorhizobium medicae WSM419 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)100

92
96

100

78

99

89

53

11

NP_680798 BAC07560 Thermosynechococcus elongatus BP-1 cellulose synthase/cellulose synthase
YP_001517112 ABW27796 Acaryochloris marina MBIC11017 glycosyl transferase, group 2 family protein, putative/glycosyl transferase, group 2 family protein, putative

ZP_01620166 EAW37726 Lyngbya sp. PCC 8106 UDP-glucose-beta-D-glucan glucosyltransferase/UDP-glucose-beta-D-glucan glucosyltransferase
CAO87270 Microcystis aeruginosa PCC 7806 unnamed protein product71

YP_001226826 CAK27473 Synechococcus sp. RCC307 glycosyl transferase family protein/Glycosyltransferase of family GT2; candidate processive Glycosyltransferase; possible cellulose synthase
ZP_01086417 EAQ73826 Synechococcus sp. WH 5701 Putative glycosyltransferase/Putative glycosyltransferase100

ZP_01472283 EAU72974 Synechococcus sp. RS9916 Putative glycosyltransferase/Putative glycosyltransferase
YP_381117 ABB34562 Synechococcus sp. CC9605 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)

NP_896747 CAE07169 Synechococcus sp. WH 8102 putative glycosyltransferase/Putative glycosyltransferase100
ZP_01124797 EAR18388 Synechococcus sp. WH 7805 Putative glycosyltransferase/Putative glycosyltransferase

YP_001224286 CAK22989 Synechococcus sp. WH 7803 glycosyl transferase family protein/Glycosyltransferase of family GT2; candidate processive Glycosyltransferase; possible cellulose synthase100
ZP_01081465 EAQ68182 Synechococcus sp. RS9917 Putative glycosyltransferase/Putative glycosyltransferase52

33

YP_729810 ABI45170 Synechococcus sp. CC9311 putative glycosyltransferase/Putative glycosyltransferase

60

100

93

CAD55610 Synechococcus elongatus PCC 7942 UDP-glucose-beta-D-glucan glucosyltransferase
YP_399485 ABB56498 Synechococcus elongatus PCC 7942 YP_171762 BAD79242 Synechococcus elongatus PCC 6301 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming) /UDP-glucose-beta-D-glucan glucosyltransferase /UDP-glucose-beta-D-glucan gl100

53

96

47

34

YP_001518807 ABW29490 Acaryochloris marina MBIC11017 glycosyl transferase, group 2 family protein, putative/glycosyl transferase, group 2 family protein, putative
YP_401168 ABB58181 Synechococcus elongatus PCC 7942 YP_172651 BAD80131 Synechococcus elongatus PCC 6301 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming) /UDP-glucose-beta-D-glucan glucosyltransferase /UDP-glucose-beta-D-glucan gl

NP_682585 BAC09347 Thermosynechococcus elongatus BP-1 cellulose synthase-like protein/tlr179590
98

83

16

CAA04445 Lactococcus lactis
ZP_00741731 EAO53991 Bacillus thuringiensis serovar israelensis ATCC 35646 ZP_04064593 EEN03682 Bacillus thuringiensis IBL 4222 Cellulose synthase catalytic subunit (UDP-forming)/Cellulose synthase catalytic subunit (UDP-forming) /Cellulose synth

ZP_02585216 _hypothetical_protein_BcerG_16407_100
YP_001488610 ABV64050 Bacillus pumilus SAFR-032 glycosyltransferase/glycosyltransferase

YP_081226 YP_093660 AAU25588 AAU42967 Bacillus licheniformis ATCC 14580 glycosyl transferase family protein/BLi04154 /putative Glycosyl transferase, family 2 /conserved100
91

99

NP_348113 AAK79453 Clostridium acetobutylicum ATCC 824 cell wall biosynthesis glycosyltransferase/AE007659_8 Glycosyltransferase, involved in cell wall biogenesis
ZP_02081856 EDO59295 Clostridium leptum DSM 753 CLOLEP_03342/CLOLEP_03342

YP_001089059 CAJ69432 Clostridium difficile 630 ZP_02726444 _cellulose_synthase_catalytic_subunit_(UDP-forming)__>gi|168725 ZP_02748376 _cellulose_synthase_catalytic_subunit_(UDP-forming)_ cellulose synthase catalytic subunit (UDP-forming)/cellulose
NP_348188 AAK79528 Clostridium acetobutylicum ATCC 824 cell wall biosynthesis glycosyltransferase/AE007666_3 Glycosyltransferases, involved in cell wall biogenesis100

76

ZP_02185793 EDP67445 Carnobacterium sp. AT7 Glycosyltransferase, involved in cell wall biogenesis/Glycosyltransferase, involved in cell wall biogenesis
YP_805166 ABJ68724 Pediococcus pentosaceus ATCC 25745 glycosyltransferase/Glycosyltransferase83

88

95

98

ABX71734 ABX71735 Porphyra yezoensis cellulose synthase/cellulose synthase
ABP96909 Phytophthora sojae cellulose synthase 4
ABP96913 Phytophthora ramorum cellulose synthase 4

ABP96905 Phytophthora infestans cellulose synthase 442
100

ABP96902 Phytophthora infestans cellulose synthase 1
ABP96910 Phytophthora ramorum cellulose synthase 1
ABP96906 Phytophthora sojae cellulose synthase 161

100

ABP96911 Phytophthora ramorum cellulose synthase 2
ABP96903 Phytophthora infestans cellulose synthase 2
ABP96907 Phytophthora sojae cellulose synthase 255

100

88

95

ABP96908 Phytophthora sojae cellulose synthase 3
ABP96904 Phytophthora infestans cellulose synthase 3100

96

98

XP_646256 EAL71912 Dictyostelium discoideum AX4 Q9U720 AAF00200 Dictyostelium discoideum cellulose synthase/cellulose synthase /DCSA_DICDI RecName: Full=Cellulose synthase catalytic subunit A /AF163835_1 cellulose synthase

99

YP_001735355 ACB00100 Synechococcus sp. PCC 7002 cellulose synthase catalytic subunit/cellulose synthase catalytic subunit
YP_001519152 ABW29834 Acaryochloris marina MBIC11017 cellulose synthase catalytic subunit/cellulose synthase catalytic subunit

ZP_00109724 _COG1215:_Glycosyltransferases,_probably_involved_in_cell_wall_biogenesis_[Nostoc_punctiforme_PCC
NP_487797 BAB75456 Nostoc sp. PCC 7120 cellulose synthase catalytic subunit/cellulose synthase catalytic subunit
YP_322086 ABA21191 Anabaena variabilis ATCC 29413 cellulose synthase catalytic subunit/cellulose synthase catalytic subunit100

99
79

100

50

ZP_01287770 EAT05822 delta proteobacterium MLMS-1 Cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
YP_001001804 ABM61002 Halorhodospira halophila SL1 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)100

YP_378656 ABB27613 Chlorobium chlorochromatii CaD3 cell wall biosynthesis glycosyltransferase-like protein/Glycosyltransferases probably involved in cell wall biogenesis-like
YP_374897 ABB23854 Pelodictyon luteolum DSM 273 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)65

91

ZP_01709887 _hypothetical_protein_Faci_03000168_
ZP_01708196 _hypothetical_protein_Faci_03001860_100

ZP_01709806 _hypothetical_protein_Faci_03000082_96

100

NP_001041448 BAD10864 Ciona intestinalis CiCesA protein/putative cellulose synthase
AAR89623 Ciona savignyi cellulose synthase100

CAJ43274 CAJ43275 Oikopleura dioica cellulose synthase/cellulose synthase100

YP_482343 ABD12614 Frankia sp. CcI3 cellulose synthase (UDP-forming)/Cellulose synthase (UDP-forming)
XP_001795919 EAT86578 Phaeosphaeria nodorum SN15 SNOG_05514/SNOG_05514

XP_388067 Gibberella zeae PH-1 FG07891.1
XP_748682 EAL86644 Aspergillus fumigatus Af293 EDP53287 Aspergillus fumigatus A1163 glycosyl transferase/glycosyl transferase, putative /glycosyl transferase, putative
XP_001259116 EAW17219 Neosartorya fischeri NRRL 181 glycosyl transferase, putative/glycosyl transferase, putative96

XP_001273558 EAW12132 Aspergillus clavatus NRRL 1 glycosyl transferase, putative/glycosyl transferase, putative99
100

XP_001588400 EDN94972 Sclerotinia sclerotiorum 1980 UF-70 SS1G_10847/SS1G_10847
XP_001557767 EDN20669 Botryotinia fuckeliana B05.10 BC1G_03864/BC1G_03864100

98

100

XP_001783660 EDQ51555 Physcomitrella patens subsp. patens predicted protein/predicted protein
ARO_JBA_estExt_fgenesh2_pg.C_1240041_
jgi|Selmo1_432432_fgenesh2_pg.C_scaffold_323000003 ARO_fgenesh2_pg.C_scaffold_323000003_89

ARO_fgenesh2_pg.C_scaffold_576000001_
jgi|Selmo1_448970_estExt_fgenesh2_pg.C_146003994

99

jgi|Selmo1_431148_fgenesh2_pg.C_scaffold_146000038 ARO_fgenesh2_pg.C_scaffold_146000038_
jgi|Selmo1_448592_estExt_fgenesh2_pg.C_1240041 ARO_estExt_fgenesh2_pg.C_1240041_

ARO_fgenesh2_pg.C_scaffold_323000002_
jgi|Selmo1_412258_fgenesh2_pg.C_scaffold_17000211 ARO_fgenesh2_pg.C_scaffold_17000211_27

30
92

100

100

92

50

24

12

37

0.100


