COVID-19 is an emerging, rapidly evolving situation.
Get the latest public health information from CDC: https://www.coronavirus.gov .
Get the latest research from NIH: https://www.nih.gov/coronavirus.
Find NCBI SARS-CoV-2 literature, sequence, and clinical content: https://www.ncbi.nlm.nih.gov/sars-cov-2/.
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Description None ...

Molecule type amino acid
Query Length 376

Descriptions

Description Max Total Query E Per. Accession
Score Score Cover value Ident

Eztlzil;lsge: Full=UDP-glycosyltransferase 90A1 [Arabidopsis 201 370 4% 56-59 47.01% QOZVX4.1

ReqName: Full=UDP-glycosyltransferase 90A2 [Arabidopsis 181 313 84% 1e-51 47.03% Q9SY84.1

thaliana]

RecName: Full=UDP-glycosyltransferase 1; Short=PIUGT1;

AltName: Full=Glycosyltransferase UGT88E12; AltName: 141 141 61% 16-36 38.10% AOAQ067YBO04.1

Full=UDP-glucose:isoflavone 7-O-glucosyltransferase KGT1
[Pueraria montana var. lobata]

RecName: Full=Isoflavone 7-O-glucosyltransferase 1;
AltName: Full=UDP-glucose:isoflavone 7-O- 137 137 37% 4e-35 46.10% A6BM07.1
glucosyltransferase; Flags: Precursor [Glycine max]

RecName: Full=UDP-glycosyltransferase 2; Short=PIUGT2;
AltName: Full=UDP-glucose:isoflavone 4' 7-O- 135 135 83% 2e-34 31.84% A0A172J2D0.1
glucosyltransferase [Pueraria montana var. lobata]

RecName: Full=UDP-glycosyltransferase 13; Short=PIUGT13;
AltName: Full=Glycosyltransferase UGT88H1; AltName:
Full=UDP-glucose:isoflavone 7-O-glucosyltransferase KGT13
[Pueraria montana var. lobata]

131 131 37% 4e-33 47.22% A0A067YBQ3.1

RecName: Full=Anthocyanidin 5,3-O-glucosyltransferase;
AltName: Full=UDP-glucose: anthocyanidin 5,3-O- 129 129 37% 2e-32 44.68% Q4R119.1
glucosyltransferase [Rosa hybrid cultivar]

RecName: Full=Chalcone 4'-O-glucosyltransferase;

0, _ 0,
Short=4'CGT: Short=Am4'CGT [Antirrhinum majus] 127 127 38% Te-31 44.52% Q330V3.1
RecName: Full=UDP-glycosyltransferase 73C1; AltName:
Full=Cytokinin-O-glucosyltransferase 1; AltName: Full=Zeatin 124 229 84% 26-30 42.14% Q97Q99.1

O-glucosyltransferase 1; Short=AtZOG1 [Arabidopsis
thaliana]

RecName: Full=UDP-glycosyltransferase 73C5; AltName:

Full=Cytokinin-O-glucosyltransferase 3; AltName:

Full=Deoxynivalenol-glucosyl-transferase 1; AltName: 124 231 90% 4e-30 42.17% Q9Z7Q94.1
Full=Zeatin O-glucosyltransferase 3; Short=AtZOG3

[Arabidopsis thalianal]
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RecName: Full=UDP-glycosyltransferase 90A1 [Arabidopsis thaliana]

Sequence ID: Q9ZVX4.1 Length: 478 Number of Matches: 2
Range 1: 2 to 231

Score Expect Method Identities Positives Gaps Frame
201 bits(511) 5e-59() Compositional matrix adjust. 110/234(47%) 147/234(62%) 11/234(4%)

Query 11  SSSSSKPNIVVFPFMSKGHTIPLLHLAQLLLDRGLA————TVTIFTTPANHPFISQSLAG 66
S S+ ++V+FPFMSKGH IPLL ~ +LLL TVT+FTTP N PFIS L+
Sbjet 2 SVSTHHHHVVLFPFMSKGHI IPLLQFGRLLLRHHRKEPTITVTVFTTPKNQPFISDFLSD 61

Query 67  A-HVSIVDLPFPRNIQGVPPGVESTDKLPSMALFIPFVRGLELMQPAFEQELEKTHSQVT 125
+ ++ LPFP NI G+PPGVE+T+KLPSM+LF+PF R +L+QP FE+ L+ + +V+
Sbjet 62  TPEIKVISLPFPENITGIPPGVENTEKLPSMSLFVPFTRATKLLQPFFEETLKTL-PKVS 120

Query 126 CllSDGlLPWTLhSASRIGIPRLSYYGMSYYSMAVSRDAAISGLMSSPE——TDDEPITVK 183
++SDGFL WT ESA++F TPR  YGM+ YS AVS PE 4D EP TV
Sbjet 121 FWVSDGFI““TSFSAAKFNTPRFVSYGMNB\bAAVbTbVFKHFIFTFPFSKSDTFPVTVP 180

Query 184 SFPWIQITRNDFDEPGRGELLMGGKEERLELLSDDFQSTVSERGTIVTDV\VDQE 237
FPWI++ + DFD G E G LEL D +ST + G +V + +E

Sbjet 181 DFPWIKVKKCDFDH-GTTEPEESGA-—ALELSMDQIKSTTTSHGFLVNSFYELE 231

Range 2: 306 to 476

Score Expect Method Identities Positives Gaps Frame

169 bits(428) 6e-47() Compositional matrix adjust. 85/171(50%) 111/171(64%) 1/171(0%)

Query 197 EPGRGELLMGGKEERLELLSDDFQSTVSERG ITVTDWVDQEEILEHPIVQGFLSHCGWNS 256
+++ E++ + F + E G+IV DWDQ EIL H V+GFLSHCGWNS
Sbjet 306 hDSI\VNl*LWVTRKDthll(‘h(‘kNDRthg(‘I&’[lVRD\’VDQ‘«hlLQHI:@VKCI*L@HC(‘H\@ 365

Query 257 VLDGICAGVPTLAWPMMAEQGLNAKLVVEETKVGLRTGTVDGRSKGFVTANNLKSAVREL 316
+ IC GVP+LAWPMMAEQ LNAK+VVEEIKVG+R+ T DG KGFVT I ++EL
Sbjct 366 AQESICVGVPLLAWPMMAEQPLNAKMVVEEIKVGVRVETEDGSVKGFVTREELSGKIKEL 425

Query 317 MGSGKGKQLRERVKEIAKAAIEATSEG-GSSWNALSNLISEIQREKEINSS 366

M  GK Rf VKE +KA A EG GSSW L ++ Bt + ++ N +
Sbjct 426 MEGETGKTARKNVKEYSKMAKAALVEGTGSSWKNLDMILKELCKSRDSNGA 476

RecName: Full=UDP-glycosyltransferase 90A2 [Arabidopsis thaliana]

Sequence ID: Q9SY84.1 Length: 467 Number of Matches: 2
Range 1: 5to 188

Score Expect Method Identities Positives Gaps Frame

181 bits(460) 1e-51() Compositional matrix adjust. 87/185(47%) 127/185(68%) 6/185(3%)

Query 16  KPNIVVFPFMSKGHTIPLLHLAQLLLDRGLA———TVTIFTTPANHPFISQSLAGAHVSIV 72
K ++V+FP++SKGH IP+L LA+LLL A +VI+FTTP N PFI SL+G  +IV
Sbjct 5 KVHVVLFPYLSKGHMIPMLQLARLLLSHSFAGDISVTVETTPLNRPFIVDSLSGTKATIV 64

Query 73  DLPFPRNIQGVPPGVESTDKLPSM——ALFIPFVRGLELMQPAFEQELEKTHSQVTCIISD 130
D+PFP N+ +PPGVE TDKLP++ +LF+PF R + MQ FE+EL + +V+ ++SD
Sbjct 65  DVPFPDNVPEIPPGVECTDKLPALSSSLFVPFTRATKSMQADFERELMSL-PRVSFMVSD 123

Query 131 GFLPWTLESASRFGIPRLSYYGMSYYSMAVSRDAAFSGLMSSPETDDEPFTVKSFPWIQL 190
GFL WT ESA + G PRL ++GM+ S + + L+S+ +++ EP +V  FPWI++
Sbjet 124 GFLWWTQESARKLGFPRLVFFGMNCASTVICDSVFQNQLLSNVKSETEPVSVPEFPWIKV 183

Query 191 TRNDF 195
+ DF
Sbjet 184 RKCDF 188

Range 2: 325 to 462

Score Expect Method Identities Positives Gaps Frame
132 bits(331) 3e-33() Compositional matrix adjust.  73/141(52%) 93/141(65%) 5/141(3%)

Query 219 FQSTVSERGIIVID-WVDQEEILEHPIVQGFLSHCGWNSVLDGICAGVPILAWPMMAEQG 277
F+ V ERG++V D WWDQ +ILEH V+GFLSHCGWNS+ + IC+ VPILA+P+ AEQ
Sbjet 325 FEERVGERGMMVRDEWVDQRKILEHESVRGFLSHCGWNSLTESICSEVPILAFPLAAEQP 384

Query 278 LNAKLVVEETKVGL RT(JTVD(;RSK(;FVT/\NNI KSAVRELMGSGKGKQLRERVKETAKAAT = 337
LNA LVVEE++V R+ S+G V V+EIM ~ KGK+LR V+ K A
Sbject 385 LNAI LVVEELRVAERVVA/\———SEGVVRREEIAEKVI\ELMEGEI\GKELRRI\VEM GI\MAK 441

Query 338 [EATSEG-GSSWNALSNLISEI 357
+A EG GSS L NLI+E
Sbjet 442 KALEEGIGSSRKNLDNLINEF 462

RecName: Full=UDP-glycosyltransferase 1; Short=PIUGT1; AltName: Full=Glycosyltransferase UGT88E12; AltName: Full=UDP-
glucose:isoflavone 7-O-glucosyltransferase KGT1 [Pueraria montana var. lobata]

Sequence ID: AOA067YB04.1 Length: 471 Number of Matches: 1
Range 1: 262 to 470



Score Expect Method Identities Positives Gaps Frame
141 bits(355) 1e-36() Compositional matrix adjust. 88/231(38%) 129/231(55%) 22/231(9%)

Query 130 DGFLPWTLESASRFGIPRLSYYGMSYYSMAVSRDAAFSGLMSSPETDDEPFTVKSFPWIQ 189
DG | L+S + + +S +A GL S + F W+
Sbjet 262 DGCLSW-LDSQPSHSVVFLSFGSMGRFSRTQLREIAT-GLEKSEQ————————~ RFLWV- 309

Query 190 l1RNDPDI:PGRG]:LLMGGK]:]:RLI:LLSDDEQSTVS]:RGllVlD\ VDQEEILEHPIVQGFL 249
RH+F+E ELL +G+++ DV Q IL H V GF+
Sbjet 310 -VRSEF l:hGDSV]: ————— PPSLDhLLPhGl LERTKGKGMVLRDWAPQAAILSHDSVGGEV 363

Query 250 SHCGWNSVLDGICAGVPTLAWPMMAEQGLNAKLVVEEIKVGLRIGTVDGRSKGFVTANNL 309
FHCGWNSVL+ +C GVP++AWP+ AEQ LN ++VEE+KVGL \ G V++ L
Sbjet 364 THCGWNSVLEAVCEGVPMVAWPLYAEQKLNKVILVEEMKVGL-—AVKQNKDGLVSSTEL 420

Query 310 KSAVRELMGSGKGKQLRERVKEIAKAAIEATSEGGSSWNALSNLISEIQRE 360
VRELM S +GK++R+++ ++ +A EA ++GGSS AL+ L+ E+ RE
Sbjet 421 GDRVRELMDSDRGKETRQKIFKMKMSANEAMAKGGSSIMALNRLV-EVWRE 470

RecName: Full=Isoflavone 7-O-glucosyltransferase 1; AltName: Full=UDP-glucose:isoflavone 7-O-glucosyltransferase; Flags:
Precursor [Glycine max]

Sequence ID: A6BM07.1 Length: 474 Number of Matches: 1
Range 1: 330 to 467

Score Expect Method Identities Positives Gaps Frame

137 bits(345) 4e-35() Compositional matrix adjust. 65/141(46%) 94/141(66%) 3/141(2%)

Query 213 ELLSDDFQSTVSERGI IVIDWVDQEEILEHPIVQGFLSHCGWNSVLDGICAGVPILAWPM 272
ELL E+G++V DW Q IL H V GF++HCGWNSVL+ +C GVP++AWP+
Sbjct 330 ELLPEGFLERTKEKGMVVRDW APQAAILSHDSVGGFVTHCGWNSVLEAVCEGVPMVAWPL 389

Query 273 MAEQGLNAKLVVEEIKVGLRIGTVDGRSKGFVTAI\NLKSAVRELMGSGKGKQLRERVKEI 332
AEQ +N  ++V+E4KV L V+ GFV++ [ VRELM S KGK++R+R+ ++
Sbjet 390 YAEQKMNRMVMVKEMKVAL——AVNENKDGFVSSTELGDRVRELMESDKGKEIRQRIFKM 446

Query 333 AKAAIEATSEGGSSWNALSNL 353

+A EA +EGG+S +L L
Sbjet 447 KMSAAEAMAEGGTSRASLDKL 467

RecName: Full=UDP-glycosyltransferase 2; Short=PIUGT2; AltName: Full=UDP-glucose:isoflavone 4' 7-O-glucosyltransferase
[Pueraria montana var. lobata]

Sequence ID: AOA172J2D0.1 Length: 472 Number of Matches: 1
Range 1: 137 to 465

Score Expect Method Identities Positives Gaps Frame

135 bits(341) 2e-34() Compositional matrix adjust. 114/358(32%) 171/358(47%) 74/358(20%)

Query 41  LDRGLATVIIFTTPA-—————- NHPF1SQSLAGAHYSIVDLEFPRNIQGVPPGVESTD— 91
L+ T +T+ A P I+l +V DP  1Gr ++D
Sbict 137 LNKNINTYFYYTSGASTLALLLHYPTLHETLTKNYVK—-DQPLQIQLPCLRANITIDDFA 194
Query 92 ~—KLPSALFIPIVRGLELWQPAR-—————— EQELEKTISQ——— VICI—IS 129
+
Sbjet 195 KDSKDPSNYSSQAFLKIAETMRGSFGIIINTFEAIEEELIRALSEDGTVPPLECIGPVIS 254
Query 130 ———- DGFLPWTLESASREGIPRLSYYGMSYYSMAVSRDAARSGLMSSPETDDEPFTV 182
G LWL+ + L+ + ++ S +
Shjct 255 APYGEDDKGCLSW-LDSQPSQSVVLLCFGSMGSFSRTQLKETAV-GLEKSEQ-——————= 304
Query 183 KSFPWIQITRNDFD-——-——FEPGRGELLMGGKEERLELLSDDFQSTVSERGITVTDWVD 235
FWe R+D P EL+ GG ER E+G++V D
Sbjct 305 —RFLWV-—VRAELDCADSVDEQPSLDELMPGGFLER-——-————-—- TKEKGLVVRDWAP 350
Query 236 QEETLENPTVQGFLSHCGWNSVLDGTCAGVPTLAWPMMAEQGLNAKLVVEETKVGLRIGT = 295
Q +TL H V GF+HICGWNSVL+ +C GVP+ AWP+ AEQ +N ++VE++KV I,
Sbjct 351 QVQTLSHDSVGGFVTHCGWNSVLEAVCEGVPMAAWPLYAEQRVNRVIMVEDMKVAL——A 407
Query 296 VDGRSKGEVTANNLKSAVRELMGSGKGKQLRERVKETAKAATEATSEGGSSWNALSNL ~ 353

V+ GFV+A L VRELM S KGK++R+R ++ +A FA +EGG+S AL L
Sbjct 408 VNEDKAGFVSATELGDRVRELMESDKGKEIRQRTFKMKISAAEAMAEGGTSRVALDKL — 465

RecName: Full=UDP-glycosyltransferase 13; Short=PIUGT13; AltName: Full=Glycosyltransferase UGT88H1; AltName: Full=UDP-
glucose:isoflavone 7-O-glucosyltransferase KGT13 [Pueraria montana var. lobata]

Sequence ID: AOA067YBQ3.1 Length: 451 Number of Matches: 1
Range 1: 305 to 446

Score Expect Method Identities Positives Gaps Frame

131 bits(330) 4e-33() Compositional matrix adjust. 68/144(47%) 95/144(65%) 4/144(2%)

Query 213 ELLSDDFQSTVSERGIIVTDWVDQEEILEHPIVQGFLSHCGWNSVLDGICAGVPILAWPM 272
ELL F ERG++V +W Q ++L H V GF++HCGWNSVL+ + GVP++AWP+
Sbject 305 ELLPKGFLERTKERGMVVKNWAPQVKVLSHDSVGGFVTHCGWNSVLEAVSWGVPMVAWPL 364

Query 273 MAEQGLNAKLVVEEIKVGLRIGTVDGRSKGFVTANNLKSAVRELMGS—GKGKQLRERVK 330
AEQ LN ++VEE+KV L + VD GFV A+ L+ VRELM S G+GK++R+RV
Sbjet 365 YAEQRLNRVVMVEEMKVALPLKEVD-—EDGFVRASELEERVRELMDSERGRGKEVRKRVL 422

Query 331 EIAKAAIEATSEGGSSWNALSNLL 354
A+ A S+GGSS  L++L+



Sbjct 423 GATNDAVAALSDGGSSRIELNDLV 446

RecName: Full=Anthocyanidin 5,3-O-glucosyltransferase; AltName: Full=UDP-glucose: anthocyanidin 5,3-O-glucosyltransferase [Rosa
hybrid cultivar]

Sequence ID: Q4R119.1 Length: 473 Number of Matches: 1
Range 1: 329 to 466

Score Expect Method Identities Positives Gaps Frame
129 bits(325) 2e-32() Compositional matrix adjust.  63/141(45%) 88/141(62%) 3/141(2%)

Query 213 ELLSDDFQSTVSERGIIVTDWVDQEEILEHPIVQGFLSHCGWNSVLDGICAGVPILAWPM 272
E+L RG+HV W Q E+L H V GF++HCGWNSVL+ +C GVP++AWP+
Sbjet 329 EILPKGFVERTKDRGLVVRI\WAPQVEVLSHDSV GGFVTHCGWNSVLEAVCNGVPMVAWPL 388

Query 273 MAEQGLNAKLVVEETKVGLRIGTVDGRSKGFVTANNLKSAVRELMGSGKGKQLRERVKET ~ 332
AEQ L +VEE+KV + v GFV+A+ L+ VREIM S G ++R RV E
Sbjet 389 YAEQKLGRVFLVEEMKVAV—GVKESETGFVSADELEKRVRELMDSESGDETRGRVSEF 445

Query 333 AKAAIEATSEGGSSWNALSNL 353
+ A BGGSS  +L+ L
Sbjct 446 SNGGVKAKEEGGSSVASLAKL 466

RecName: Full=Chalcone 4'-O-glucosyltransferase; Short=4'CGT; Short=Am4'CGT [Antirrhinum majus]

Sequence ID: Q33DV3.1 Length: 457 Number of Matches: 1
Range 1: 316 to 457

Score Expect Method Identities Positives Gaps Frame

127 bits(319) 1e-31() Compositional matrix adjust. 65/146(45%) 90/146(61%) 4/146(2%)

Query 214 LLSDDFQSTVSERGIIVTDWVDQEEILEHPIVQGF LSHCGWNSVLDGICAGVPILAWPMM 273
LL + F S G+ WV QtE+L H V GF++HCGW+SVL+ + GVP++ WP+
Sbjct 316 LLPEGFLSRTKGVGFVTNTWVPQKEVLSHDAVGGFVTHCGWSSVLEALSFGVPMIGWPLY 375

Query 274 AEQGLNAKLVVEEIKVGLRIGTVDGRSKGFVTANNLKSAVRELMGSGKGKQLRERVKETA 333
AEQ +N  +VEEIKV L + D GFVTA L+ VRELM S KGK+++ RV E+
Sbjet 376 AEQRINRVFMVEEIKVALPLDEED————GFVTAMELEKRVRELMESVKGKEVKRRVAELK 431

Query 334 KAAIEATSEGGSSWNALSNLISEIQR 359
+ A S+GGSS  + I+ + R

Sbjct 432 TISTKAAVSKGGSSLASLEKFINSVTR 457

RecName: Full=UDP-glycosyltransferase 73C1; AltName: Full=Cytokinin-O-glucosyltransferase 1; AltName: Full=Zeatin O-
glucosyltransferase 1; Short=AtZOG1 [Arabidopsis thaliana]

Sequence ID: Q9Z2Q99.1 Length: 491 Number of Matches: 2
Range 1: 327 to 485

Score Expect Method Identities Positives Gaps Frame

124 bits(311) 2e-30() Compositional matrix adjust.  67/159(42%) 97/159(61%) 9/159(5%)

Query 210 ERLELLSDD-FQSTVSERGIIVTDWVDQEEILEHPIVQGFLSHCGWNSVLDGICAGVPIL 268
E LE +S+ ++ + ERG+++T W Q IL HP V GFL+HCGWNS L+GI +GVP+L
Sbjet 327 ELLEWISESGYKERIKERGLLITGWSPQMLILTHPAVGGFLTHCGWNSTLEGITSGVPLL 386

Query 269 AWPMMAEQGLNAKLVVEETKVGLRIGTVDGRSKG——=—=—-T VTANNI KbAVRFI MG-SG 320

WP+  +Q . VE K GHR G+ G +K AV ELMG S
Sbjct 387 TWPLFGDQFC]\EKLAVQILKAGVRAGVEESMRWGEEEKIGVLVDKEGVKK/\VEELMGDSN 446
Query 321 KGKQLRERVKEIAKAAIEATSEGGSSWNALSNLISEIQR 359

K+ R+RVKE+ + A +A  EGGSS + ++ L+ +] +
Sbjct 447 DAKERRKRVKELGELAHKAVEEGGSSHSNITFLLQDIMQ 485

Range 2: 10 to 183

Score Expect Method Identities Positives Gaps Frame

104 bits(260) 2e-23() Compositional matrix adjust.  57/175(33%) 98/175(56%) 7/175(4%)

Query 18  NIVVFPEMSKGHTIPLLHLAQLLLDRGLATVT lb T lP/&\JHH* lSQgLA ————— GAHVSIV 72
+ VHEPEM++GH IP++ +A+LL  RG+ T+TI TTP G +++V
Sbject 10 HFVLFPFMAQGHMIPMVDIARLLAQRGV— TTTTVTTPQVA(JRI"K\IVI SR/\TQSGI PINLV 68

Query 73  DLPFPRNIQGVPPGVESTDKLPSMALFIPFVRGLELMQPAFEQELEKTHSQVTCIISDGF 132
+ FP GPGE+DLS+ +F+ L+ E+L++I + CII+D
Sbject 69  QVKFPSQESGSPEGQENLDLLDSLGASLTFFKAFSLLEEPVEKLLKEIQPRPNCIIADMC 128

Query 133 LPWTLESASRFGIPRLSYYGMSYYSMAVSRDAAFSG LMSSPETDDEPFTVKSFP 186
TP++ ++GM  +++ + + E+D E F + +FP

LP+T A
Sbjet 129 LPYTNRIAKNLGIPKIIFHGMCCFNLLCTHIMHQI\HEFLETIESDKEYFPIPNFP 183

RecName: Full=UDP-glycosyltransferase 73C5; AltName: Full=Cytokinin-O-glucosyltransferase 3; AltName: Full=Deoxynivalenol-
glucosyl-transferase 1; AltName: Full=Zeatin O-glucosyltransferase 3; Short=AtZOG3 [Arabidopsis thaliana]

Sequence ID: Q9ZQ94.1 Length: 495 Number of Matches: 2
Range 1: 330 to 495



Score Expect Method Identities Positives Gaps Frame

124 bits(310) 4e-30() Compositional matrix adjust. 70/166(42%) 97/166(58%) 9/166(5%)

Query 209 EERLELLSDD-FQSTVSERGITVTDWVDQEEILEHPTVQGFLSHCGWNSVLDGICAGVPT 267
+E +E S+ F+ + +RG++ W Q IL HP V GFL+HCGWNS L+GI AG+P+
Sbjet 330 KELVEWFSESGFEDRIQDRGLLIKGWSPQMLILSHPSVGGFLTHCGWNSTLEGITAGLPL 389

Query 268 LAWPMMAEQGLNAKLVVEEIKVGLRIGTVDGRSKG—————— FVTANNLKSAVRELMG-S 319
L WP+ A+Q N KLVVE +K G+R G G \ +K AV ELMG S
Sbjct 390 LTWPLFADQFCNEKLVVEVLKAGVRSGVEQPMKWGEEEKIGVLVDKEGVKKAVEELMGES 449

Query 320 GKGKQLRERVKEIAKAAIEATSEGGSSWNALSNLISEIQREKEINS 365
KE+ +A +A  EGGSS + +S L+ +1
Sbjct 450 DDAKERRRRAKELGDSAHKAVEE(' G?SHSNISFLLQDIMELAEPNN 495

Range 2: 2 to 192

Score Expect Method Identities Positives Gaps Frame
107 bits(268) 2e-24() Compositional matrix adjust. 63/194(32%) 112/194(57%) 13/194(6%)

Query 9 ISSSSSSKP-! NlVVI*PPVI%}\(“HllPLLHLAQLLLDR(“LAIVJIHlPANHPM@Q@L——— 64
+S ++ S P + V+FPFM++GH IP++ +A+LL RG+ +TI TTP N
Shjet 2 VSETTKSSPLHFVLFPFMAQGHMIPMVDIARLLAQRGV— TITTVTTPHNAARFK\IVLI\RA 60

Query 65 ——AGAHVSTVDLPFPRNTQGVPPGVESTDKLPSMALFIPFVRGLELMQPAFEQELEKIHS 122
4G ++V + FP G+t GE+rDL M IPF + + ++ 4+ +E+++
Sbjet 61  IESGLPINLVQVKFPYLEAGLQEGQENIDSLDTMERMIPFFKAVNFLEEPVQKLIEEMNP 120

Query 123 QVICLISDGFLEVTLESASRIGLPRLSYYGUSYY~—SUAVSROAAFSGLUSSPETDDEP 179
+ +C+ISD LP+T + A +F TP++ ++GM MV R ++ + ++D E
Sbjct 121 RPSCLISDFCLPYTSKIAKKINIPKILFHQGCROLLOMHVLRKN-—RE [LDNLKSDKEL 178

Query 180 FTVKSFP-WIQITR 192
FIV FP ++ TR
Sbjet 179 FTVPDFPDRVEFTR 192

Taxonomy

Reports

o Lineage
Organism Blast Name Score Number of Hits Description
Pentapetalae eudicots 10
.rosids eudicots 9
..Arabidopsis thaliana eudicots 201 4 Arabidopsis thaliana hits
..Pueraria montana var. lobata eudicots 141 3 Pueraria montana var. lobata hits
..Glycine max eudicots 137 1 Glycine max hits
..Rosa hybrid cultivar eudicots 129 1 Rosa hybrid cultivar hits
Antirrhinum majus eudicots 127 1 Antirrhinum majus hits

o Organism

Description

Arabidopsis thaliana (thale cress) [eudicots ]

RecName: Full=UDP-glycosyltransferase 90A1 [Arabidopsis thaliana]

RecName: Full=UDP-glycosyltransferase 90A2 [Arabidopsis thaliana]

RecName: Full=UDP-glycosyltransferase 73C1; AltName: Full=Cytokinin-O-glucosyltransferase 1; AltName:

Full=Zeatin O-glucosyltransferase 1; Short=AtZOG1 [Arabidopsis thaliana]

RecName: Full=UDP-glycosyltransferase 73C5; AltName: Full=Cytokinin-O-glucosyltransferase 3; AltName:
Full=Deoxynivalenol-glucosyl-transferase 1; AltName: Full=Zeatin O-glucosyltransferase 3; Short=AtZOG3

[Arabidopsis thaliana]

Pueraria montana var. lobata (kudzu vine) [eudicots ]

RecName: Full=UDP-glycosyltransferase 1; Short=PIUGT1; AltName: Full=Glycosyltransferase UGT88E12;

AltName: Full=UDP-glucose:isoflavone 7-O-glucosyltransferase KGT1 [Pueraria montana var. lobata]

RecName: Full=UDP-glycosyltransferase 2; Short=PIUGT2; AltName: Full=UDP-glucose:isoflavone 4' 7-O-
glucosyltransferase [Pueraria montana var. lobata]

RecName: Full=UDP-glycosyltransferase 13; Short=PIUGT13; AltName: Full=Glycosyltransferase UGT88H1;

AltName: Full=UDP-glucose:isoflavone 7-O-glucosyltransferase KGT13 [Pueraria montana var. lobata]

Glycine max (soybean) [eudicots ]

RecName: Full= Isoflavone 7-0-g|ucosv|transferase 1;_AltName: Full=UDP-glucose:isoflavone 7-O-

Score

201
181

124

124

141
135

131

137

E
value

5e-59
1e-51

2e-30

4e-30

1e-36
2e-34

4e-33

4e-35

Accession

Q9ZVX4
Q9SY84

Q9ZQ99

Q9ZQ94

AO0A067YB04
A0A172J2D0

AOA067YBQ3

A6BM07



