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RecName: Full=UDP-glucose flavonoid 3-O-
glucosyltransferase 6; AltName: Full=Flavonol 3-O- 442
glucosyltransferase 6; Short=FaGT6 [Fragaria x ananassa]

RecName: Full=UDP-glycosyltransferase 71A15; AltName:
Full=UDP-glucose:chalcone 2'-O-glucosyltransferase; 436
AltName: Full=UDP-glucose:flavonol 2'-O-glucosyltransferase

[Malus domestica]

RecName: Full=Putative UDP-glucose flavonoid 3-O-
glucosyltransferase 3; Short=FaGT3; AltName: Full=Flavonol 431
3-O-glucosyltransferase 3 [Fragaria x ananassa]

RecName: Full=UDP-glycosyltransferase 71A16; AltName:

Full=UDP-glucose:chalcone 2'-O-glucosyltransferase;

AltName: Full=UDP-glucose:flavonol 2'-O-glucosyltransferase 426
[Pyrus communis]
RecName: Full=UDP-glycosyltransferase 71E1 [Stevia

; 424
rebaudiana]
RecName: Full=UDP-glycosyltransferase 101; 402
Short=UGTPg101 [Panax ginseng]
RecName: Full=UDP-glycosyltransferase 1; Short=UGTPg1 402
[Panax ginseng]
RecName: Full=UDP-glycosyltransferase 71A27; 390

Short=PgUGT71A27 [Panax ginseng]

RecName: Full=UDP-glycosyltransferase 100; 385
Short=UGTPg100 [Panax ginseng]

RecName: Full=UDP-glucosyltransferase 102;

384

Short=UGTPg102 [Panax ginseng]
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RecName: Full=UDP-glucose flavonoid 3-O-glucosyltransferase 6; AltName: Full=Flavonol 3-O-glucosyltransferase 6; Short=FaGT6
[Fragaria x ananassa]

Sequence ID: Q2V6K0.1 Length: 479 Number of Matches: 1
Range 1: 2 to 473

Score Expect Method Identities Positives Gaps Frame

442 bits(1137) 2e-151() Compositional matrix adjust. 232/478(49%) 315/478(65%) 27/478(5%)

Query 5 EKAS—=LVFIPFPVVSHLVTAVKTAELLASHDSRLSITVLVMSMP————— TDTKISSY— 55
+KAS L+FIP P + H+V+ V+ A+LL L IT+HL+M P + 5
Sbjet 2 KKASELIFIPIPGIGHIVSTVETAKLLLCRDDNLFITILIMKFPFTADGSDVYIKSLAVD 61

Query 56  —IKNPRINFVQLEQDVSNGAEAIMKPPKSMMHFAGRHRDSARAVVSEM———KRSCRVA 109
K RIFVLQ+ G A F + o+ Vot + R+A

Sbjct 62 PSLKTQRIRFVNLPQEHFQGTGAT-————— GFFTFIDSHKSHVKDAVTRLMETKSETTRIA 116

Query 110 GIFVDIMCVDMIDVAKELKISSYIFFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVV 169
G +D+ C MID+A E + SY+F+ SGAA LGL F LQ+LRD+ ++ EF+ SD +
Sbjet 117 GFVIDMFCTGMIDLANEFGLPSYVFYTSGAADLGLMFHLQALRDEENKDCTEFKDSDAEL 176

Query 170 SISSYVNPVPA-RVWPESVEDGESG-—FLELSRKAREADGIVINTFLELESYAIGSTYAN 226
+SS+VNP+PA RV P VE+ E G FL  +++ RE GI++NTFLELE +Al S ++
Sbjet 177  VVSSFVNPLPAARVLPSVVFEKEGGNFFLNFAKRYRETKGTLVNTFLELEPHATQSLSSD 236

Query 227 ERIPRFYPIGPIIG———EGKDENDESRQRRGEIMRWLDGQPDSSVVFLCFGSMGAFGEEQ 283
+1 YP+GPI+ EG + E  +++ +1+ WLD QP SSVVFLCFGSMG FGE+Q
Sbjet 237 GKILPVYPVGPILNVKSEGNQVSSEKSKQKSDILEWLDDQPPSSVVFLCFGSMGCFGEDQ 296

Query 284 VVDIAEALERSGKRFLWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAP 343
V +IA ALE+ G RFLWSLR+P E +P++Y +  VLP GFL+RT +GKVIGWAP
Sbjet 297 VKEIAHALEQGGIRFLWSLRQPSKEK-IGFPSDYTDYKAVLPEGFLDRTTDLGKVIGWAP 355

Query 344 QVAVLSHPSVGGFVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGIAVEIKM 403
Q+A+L+HP+VGGFVSHCGWNSTLES+ GVP+A WP AEQQ NAF+LVK++ +AVEI M
Sbjct 356 QLAILAHPAVGGFVSHCGWNSTLESIWYGVPIATWPFYAEQQVNAFELVKELKLAVEIDM 415

Query 404 DYRKNSGEIVPKSITEKATKQLMDPTNETRVRVKELKEKSTRALMEGGSSYNHLGLLI 461
YRK+SG IV + TEK IK++M+ +E+R RVKE+ + S +AL E GSSY+ LG+
Sbjet 416 GYRKDSGVIVSRENIEKGIKEVMEQESELRKRVKEMSQMSRKALEEDGSSYSSLGRFL 473

RecName: Full=UDP-glycosyltransferase 71A15; AltName: Full=UDP-glucose:chalcone 2'-O-glucosyltransferase; AltName: Full=UDP-
glucose:flavonol 2'-O-glucosyltransferase [Malus domestica]

Sequence ID: D3THI6.1 Length: 471 Number of Matches: 1
Range 1: 5 to 468

Score Expect Method Identities Positives Gaps Frame

436 bits(1120) 5e-149() Compositional matrix adjust. 227/473(48%) 308/473(65%) 27/473(5%)

Query 7 ASLVFTPFPVVSHLVTAVKTAELLASHDSRLST TVLVMSMP—————— TDTKISSYTKNP 59
A LVE+P P + H+V+ V+ A+ LA+ D +L ITVLVM +P D+ IS

Sbjet 5 AQLVFVPAPGTGHTVSTVEMAKQLAARDDQLF T TVLVMKLPYAQPFTNTDSSTSH-——— 59

Query 60  RINFVQLEQDVSNGAEAIMKPPKSMMHFAGRHRDSARAVV———————— SEMKRSCRVAG 110
RINFVL + + ++ P F Ht RV SE R+AG

Sbjet 60  RINFVNLPEAQPDKQDIVPNPGSFFRMFVENHKSHVRDAVINVLPESDQSESTSKPRLAG 119

Query 111 TFVDIMCVDMIDVAKELKISSYIFFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVVS 170
+D+ +IDVA E K+ SY+FF S A+ L L QSLRD+GG ++ E S ++
Sbjet 120 FVLDMFSASLIDVANEFKVPSYLFFTSNASALALMSHFQSLRDEGGIDITELTSSTAELA 179

Query 171 ISSYVNPVPARVWPESVFDGESGFLELSR-—KAREADGIVINTFLELESYAIGSTYANER 228
+ SHNP PA V P S+ D ES L+ K ++ GI++NTF+ELES+A+ + 4+
Sbjet 180 VPSFINPYPAAVLPGSLLDMESTKSTLNHVSKYKQTKGILVNTFMELESHALHYLDSGDK 239

Query 229 IPRFYPIGPIIGEGKDENDESRQRRGEIMRWLDGQPDSSVVFLCFGSMGAFGEEQVVDIA 288
1P YP+GP++ + D+ +I+RWLD QP  SVVFLCFGSMGH+FGE QV +IA
Sbjet 240 IPPVYPVGPLLNLKSSDEDKA-———SDILRWLDDQPPFSVVFLCFGSMGSFGEAQVKEIA 295

Query 289 EALERSGKRFLWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQVAVL 348
ALE SG RFLWSLR+P +G A P++YE+  VLP GFLARTA VGKVIGWAPQ A+L
Sbject 296 CALEHSGHRFLWSLRRPPPQGKRAMPSDYEDLKTVLPEGFLDRTATVGKVIGWAPQAAIL 355

Query 349 SHPSVGGFVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGIAVEIKMDYRKN 408
HP+ GGFVSHCGWNSTLES+ GVP+AAWPL AEQ NAFQLV ++G+AVEIKMDYR++
Sbjet 356 GHPATGGFVSHCGWNSTLESLWNGVPTAAWPLYAEQNLNAFQLVVELGLAVETIKMDYRRD 415

Query 409 SGEIVPKSIIEKATKQLMDPTNEIRVRVKELKEKSTRALMEGGSSYNHLGLLI 461
S 4V IE+ T+++M+ +++R RVKE+ EKS +AL++GGSSY+ LG I
Sbjct 416 SDVVVSAEDIERGIRRVMELDSDVRKRVKEMSEKSKKALVDGGSSYSSLGRFI 468

RecName: Full=Putative UDP-glucose flavonoid 3-O-glucosyltransferase 3; Short=FaGT3; AltName: Full=Flavonol 3-O-
glucosyltransferase 3 [Fragaria x ananassal

Sequence ID: Q66PF3.1 Length: 478 Number of Matches: 1
Range 1: 1 to 475

Score Expect Method Identities Positives Gaps Frame

431 bits(1107) 7e-147() Compositional matrix adjust. 221/477(46%) 315/477(66%) 20/477(4%)

Query 3 VDEKASLVFIPFPVVSHLVTAVKTAELLASHDSRLSTTVLVMSMPTDTK-ISSYIKN-—— 58
+++ A LV IP P + HLV+ ++ A+LL S D +L ITVL+M P +K  +Y+++
Sbjet 1 MEKPAELVLIPSPGIGHLVSTLETAKLLVSRDDKLFITVLIMHFPAVSKGTDAYVQSLAD 60

Query 59 ——— PRINFVQLEQDVSNGAEA IMKPPKSMMHFAGRHRDSARAVVSEMK——RSCRVAG 110



RINF+ L + E ++ S++ F V+ ++ 4+ R+AG
Shjet 61 SSSPIbQRINFINLPHTNMDHTEGSVR——NSLVGFVESQQPHVKDAVANLRDBKTTRLAG 118

Query 111 IFVDIMCVDMIDVAKELKISSYIPFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVVS 170
VD+ C MI+VA +L + SY+FF SGAA LGL F LQ LRD EF+ SD +
Sbjet 119 VVDMPCI[MthANQLCVP@YVPk1QCAAlLCLLPHLQELRDQYNKDC[hPKDQDAhLl 178

Query 171 ISSYVNPVPARVWPESVF—DGESGFLELSRKAREADGIVINTFLELESYATGSTYANER 228
I S+ NP+PA+V P + D FL + ++ RE  GI+4NTF +LES+A+ + ++
Sbjet 179 IPSFENPLPAKVLPGRMLVKDSAEPFLNVIKRFRETKGILVNTFTDLESHALHALSSDAE 238

Query 229 IPRFYPIGPIIGEGKDE-—NDESRQRRGEIMRWLDGQPDSSVVFLCFGSMGAFGEEQVY 285
1P YP+GP++ £+ + 4+ +]++WLD QP SVVFLCFGSMG+F E QV
Sbjet 239 IPPVYPVGPLLNLNSNESRVDSDEVKKKNDILKWLDDQPPLSVVFLCFGSMGSFDESQVR 298

Query 286 DIAEALERSGKRFLWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQV 345
+IA ALE +G RFLWSLR+ G A+P++Y++  VLP GFL+RT G+GKVIGWAPQV
Sbjet 299 EIANALEHAGHRFLWSLRRSPPTGKVAFPSDYDDHTGVLPEGFLDRTGGIGKVIGWAPQV 358

Query 346 AVLSHPSVGGEVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGIAVEIKMDY 405
AVLAIPSVGGEVSHCGWNSTLES+  GVP+A WPL AEQQ NAFQ VK++ +AVET M Y
Sbjct 359  AVLAHPSVGGFVSHCGWNSTLESLWHGVPVATWPLYAEQQLNAFQPVKELELAVEIDMSY 418

Query 406 RKNSGETVPKSIIEKAIKQLMD-PTNEIRVRVKELKEKSTRALMEGGSSYNHLGLLI 461
R S +V IE+ I++4M+ +++IR RVKE+ EK +ALM+GGSSY LG 1
Sbjet 419 RSKSPVLVSAKEIERGIREVMELDSSDIRKRVKEMSEKGKKALMDGGSSYTSLGHFI 475

RecName: Full=UDP-glycosyltransferase 71A16; AltName: Full=UDP-glucose:chalcone 2'-O-glucosyltransferase; AltName: Full=UDP-
glucose:flavonol 2'-O-glucosyltransferase [Pyrus communis]

Sequence ID: D3UAG1.1 Length: 471 Number of Matches: 1
Range 1: 5 to 468

Score Expect Method Identities Positives Gaps Frame

426 bits(1094) 5e-145() Compositional matrix adjust. 221/469(47%) 300/469(63%) 19/469(4%)

Query 7 ASLVEFTPFPVVSHLVTAVKTAELLASHDSRLSTTVLVMSMPTD—=TKISSYTKNPRINF 63
ALVF+P P + H+V+ V+ A+ L + D +L TTVLWM +P D T S T + RINF
Sbjet 5 AQLVFVPAPGIGHIVSTVEMAKQLVARDDQLFITVLVMKLPYDQPFTNTDSSISH-RINF 63

Query 64  VQLEQDVSNGAEAIMKPPKSMMHFAGRHRDSARAVV-———————— SEMKRSCRVAGIFVD 114
L+ + ++ P F H+ RV SE R+AG  +D
Sbjet 64  VNLPEAQLDKQDTVPNPGSFFRMFVENHKTHVRDAVINLLPESDQSESTSKPRLAGFVLD 123

Query 115 IMCVDMIDVAKELKISSYIFFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVVSISSY 174
+ +IDVA E ++ SY+FF § ++ L L QSLRD+GG ++ E S 44+ S+
Sbjct 124 MFSASLIDVANEFEVPSYVFFTSNSSTLALLSHFQSLRDEGGIDITELTSSTAELAVPSE 183

Query 175 VNPVPARVWPESVFDGESGFLELSRKAR——EADGIVINTFLELESYATGSTYANERIPRF 232
fNPP VPS DES L+ R+ GI+NTFLELES+A+ + +IP
Sbjct 184 INPYPVAVLPGSFLDKESTKSTLNNVGRYKQTKGILVNTFLELESHALHYLDSGVKIPPV 243

Query 233 YPIGPIIGEGKDENDESRQRRGEIMRWLDGQPDSSVVFLCFGSMGAFGEEQVVDIAEALE 292
YP+GP++ D+ +I+RWLD QP  SVVFLCFGSMG+EG+ QV +IA LE
Sbjet 244 YPVGPLLNLKSSHEDKG———SDILRWLDDQPPLSVVFLCFGSMGSFGDAQVKETACTLE 299

Query 293 RSGKRFLWSLRKPTFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQVAVLSHPS 352
SG RFLWSLR+P +G A P++Y +  VLP GFL+RTA VG+VIGWAPQ A+L HP+
Sbjet 300 HSGHRFLWSLRQPPSKGKRALPSDYADLKTVLPEGFLDRTATVGRVIGWAPQAAILGHPA 359

Query 353 VGGFVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGIAVEIKMDYRKNSGET 412
+GGFVSHCGWNSTLES+  GVP+AAWP+ AEQ NAFQLV ++G+AVEIKMDYRK+S —+
Sbjet 360 IGGFVSHCGWNSTLESIWNGVPTAAWPMYAEQNMNAFQLVVELGLAVEIKMDYRKDSDVV 419

Query 413 xPKSIIEKAIKQLMDPTNEIRVRVKELKEKSTRALMEGGSSYNHLGLL% 461

IE+ I+Q+M+ +++R RVKE+ EKS +AL++GGSSY+ LG
Sbjct 420 VSAEDIERGIRQVMELDSDVRKRVKEMSEKSKKALVDGGSSYSSLGRFI 468

RecName: Full=UDP-glycosyltransferase 71E1 [Stevia rebaudiana]
Sequence ID: Q6VAB2.1 Length: 474 Number of Matches: 1
Range 1: 4 to 468
Score Expect Method Identities Positives Gaps Frame
424 bits(1090) 2e-144() Compositional matrix adjust. 232/471(49%) 307/471(65%) 20/471(4%)
Query 7 ASLVFIPFPVVSHLVTAVKTAELLASHDSRISITVLVMSMFTDTKISSYIKN——PRIAFV 64
+ LVFIP P HL  V+ A+LL D RLS+T++VM++ K ++ +
Sbjct 4 SELVFIPSPGAGHLPPTVELAKLLLHRDQRLSVTI1VMVLWLGPKHNTEARPCVPSLRFV 63

Query 65 QLEQDVSNGAEQIMKEPKSMMHEAGRERDSAEAV&SEM——KRSCRVAGIFVDIMCVDMID 122

S R*AG  +D+ C+ M D
Sbjet 64  DIPCDES——TMALISPNTFISAFVEHHKPRVRDIVRGITESDSVRLAGFVLDMFCMPMSD 121

Query 123 VAKELKISSYIFFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVVSISSYVNPVPARV 182
VAE + SY +F SGAA LGL F LQ RD G + E + SD +S+ SYVNPVPA+V
Sbjet 122 VANEFGVPSYNYFTSGAATLGLMFHLQWKRDHEGYDATELKNSDTELSVPSYVNPVPAKV 181

Query 183 WPESVFDGESG——-FLELSRKAREADGIVINTFLELESYATGSTYANER-TPRFYPIGPT 238
PEVDEG FLL+ + RE+ GI++N+ +E +A+ N TP +P+GPI
Sbjet 182 LPEVVLDKEGGSKMFLDLAERIRESKGIIVNSCQAIERHALEYLSSNNNGIPPVFPVGPL 241

Query 239 IGEGKDENDESRQRRGEIWRWLDGQPDSSVVFLCFGSMGAFGEEQVVDIAEALERSGKRF 298
N + + EIMRWL+ QP+SSVVFLCFGSMG+F E+QV +IA A+ERSG RF
Shjct 242 LBL———ENKKDDAKTDEIMRWLNEQPEbeVFLLFGbebFAEKQVKEIAVAIERBGHRF 298

Query 299 LWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQVAVLSHPSVGGEVS 358
LWSLR+P  + +P EYEN EVLP GFL+RT+ +GKVIGWAPQ+AVLSHPSVGGFVS
Sbjct 299 LWSLRRPTPKEKIEFPKEYENLEEVLPEGFLKRTSSIGKVIGWAPQMAVLSHPSVGGEVS 358



Query
Sbjct
Query
Sbjct

359
359
413
419

HCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGTAVE IKMDYRKNS—————— GEI
HCGWNSTLES+ CGVPMAAWPL AEQ NAF LV ++G+A ET+MDYR ++ G
HCGWNSTLESMWCGVPMAAWPLYAEQTLNAFLLVVELGLAAETRMDYRTDTKAGYDGGME

VPh811hKA1KQLMDPlhthVRVKhLKhKSlRALWhGGSSYNHLGLLth 463
V 1E +LM EIR +VK++KEKS A++EGGSSY +G
VTthlbDGlRKLMS DGh1RNKVKDVKhKSRAAVVhGGSSYAS1GKhlhu 468

RecName: Full=UDP-glycosyltransferase 101; Short=UGTPg101 [Panax ginseng]

Sequence ID: AOAOKOPVM5.1 Length: 475 Number of Matches: 1
Range 1: 2 to 470

Score

Expect Method Identities Positives

412
418

Gaps

Frame

402 bits(1034) 7e-136() Compositional matrix adjust. 222/478(46%) 301/478(62%) 32/478(6%)

Query
Sbjct
Query
Shjct
Query
Shjct
Query
Sbjct
Query
Shjct
Query
Sbjct
Query
Sbjct
Query

Shjct

6

2
60
62
116
119
176
178
233
238
290
293
350
353
408
413

KASLVFIPFPVVSHLVTAVKTAELLASHDSRLSITVLVMSMPTDTKISSYIKN —————— P
K+ L+F+P P + HLV V+ AL S LS+T DT + +Y K+ P
K%bLlbLPAPAlCHLVCWVhMAKLPl@RHbNL@VlVLlAKbYWDICVDNYBKQLLINPJP

RINFVQL-EQDVSNGAEATMKPPKSMM-HFAGRHRDSARAVVSEMKRS—CRVAGIFVDT
R+ VLED N +HKP - ++ + RHSM+S RV G+ D+
RLTTVNLPETDPQN-—-YMLKPRHATFPSVIETQKTHVRDT TSGMTQSESTRVVGLLADL

MCVDMIDVAKELKISSYIFFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVVSISSYV
+ +++D+A £+ +Y++ +GA LGL F LQHL +D +++ EF SD + + S+
LFINIMDIANEFNVPTYVYSPAGAGHLGLAFHLQTL-NDKKQDVTEFRNSDTELLVPSFA

hPVPARVWPESVFDGESGF———LELSRKAREADGIVINTFLELESYAIGSTYANERIPRF
NPVPA V P D E G+ L R+ RE+ I+INTF ELE YAI S Ip
hPVPAEVLPSMYVDKEGGYDYLFSLFRRCRESKAIIINTFEELEPYAINSLRMDSMIPPI

YPIGPII———GEGKDENDESRQRRGEIMRWLDGQPDSSVVFLCFGSMGAFGEEQVVDIAE
YP+GPI+  G+G++ ++ + I+ WLD QP SSVVFLCFGS G IF E QV +IA
YPVGPTLNLNGDGQNSDEAAV————~ ILGWLDDQPPSSVVFLCFGBYGTFQENQVKEIAM

ALERSGKRFLWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQVAVLS
LERSG RFLWSLR 1 +G +Y N E+LPVGFL+RT+ VGKVIGWAPQVAVL
GLERSGHRFLWSLRPSIPKGETKLQLKYSNLEEILPVGFLDRTSCVGKVIGWAPQVAVLG

HPSVGGFVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDTGTAVE TKMDYRK——
H +VGGF+SHCGWNSTLESV CGVP+A WP+ EQQ NAF++VK++GIAVEI++DY+
HEAVGGFLSHCGWNSTLESVWCGVPVATWPMYGEQQLNAFEMVKELGIAVEIEVDYKNEY

59

61

115
118
175
177
232

289
292
349
352
407
412

———NSGEIVPKSIIEKAIKQLM——DPTNEIRVRVKELKEKSTRALMEGGSSYNHLGLL 460

IK+LM  + +EIR +VKE+KEKS A+ E GSSYNL L

N+ IV 1E
FNMNNDFIVRAEETETKTKKLMMDEKNSETRKKVKEMKEKSRLAMSENGSSYNSLAKL 470

RecName: Full=UDP-glycosyltransferase 1; Short=UGTPg1 [Panax ginseng]

Sequence ID: AOA068J840.1 Length: 475 Number of Matches: 1
Range 1: 2 to 470

Score

Expect Method Identities Positives

Gaps

Frame

402 bits(1034) 7e-136() Compositional matrix adjust. 223/478(47%) 302/478(63%) 32/478(6%)

Query
Shjct
Query
Shjct
Query
Sbjct
Query
Sbjct
Query
Shjct
Query
Shjct
Query
Shjct
Query

Sbjct

6

2
60
62
116
119
176
178
233
238
290
293
350
353
409
413

KASLVFIPFPVVSHLVTAVhTAELLASHDSRLSITVLVMSMPTDTKISSYIKN —————— P
K+ L+F+P P + HLV V+ AL S LS+TVL+ DT + +Y K P
KSELIFLPAPAIGHLVGMVEMAKLFISRHENLSVTVLIAKFYMDTGVDNYNKSLLTNPTP

RINFVQL EQDVSNGAEAIMKPPKSMM HFAGRHRDbARAVVbEMKRS——LRVAGIFVDI
R+ N S M +S 4V G+ D+
RLTIVNLPETDPQN———\WLKPRHAIFPSVIETQKTHVRDIISGMTQSESTQVVGLLADL

MCVDMIDVAhELKISQYIFFAQGAAVLGLTFDLQSLRDDGGRNLAEFEG@DEVVSISSYV
+ +H++D+A E + +Y++ +GA LGL F LQ+L +D +++ EF S + S+

LFINTMDTANEFNVPTYVYSPAGAGHLGLAFHLQTL-] NDKKQDVTEFRNBDTELLVP&FA

hPVPARVWPESVFDGESGF———LELSRKAREADGIVINTFLELESYAIGSTYANERIPRF
NPVPA V P E G+ L R+ RE+ I+INTF ELE YAI S
hPVPAhVLP@MYVDKhCCYDYLF@LPRRCRh@KAlllNTFEELhPYAlNQLRUDQMlPPl

YPIGPTT-—GEGKDENDESRQRRGETMRWLDGQPDSSVVFLCFGSMGAFGEEQVVDTAE
YP+GPT+  GH+G++ ++ + T+ WLD QP SSVVFLCFGS G+F E QV +IA
YPVGPTLNLNGDGQNSDEAAV————~ TLGWLDDQPPSSVVFLCFGSYGSFQENQVKETAM

ALERSGhRFLWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQVAVLS
LERSG RFLWSLR 1 +G +Y N E+LPVGFL+RT+ VGKVIGWAPQVAVL
GLERSGHRFLWSLRPSIPKGETKLQLKYSNLKEILPVGFLDRTSCVGKVIGWAPQVAVLG

HPSVGGFVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGTAVETKMDYRKN—
H SVGGF+SHCGWNSTLESV CGVP+A WP+ EQQ NAF++VK++GIAVEI++DY+K+
HESVGGFLSHCGWNSTLESVWCGVPVATWPMYGEQQLNAFEMVKELGIAVEIEVDYKKDY

59

61

115
118
175
177
232
237
289
292
349
352
408
412

————SGE%&PKSI%EKAIKQLMDPTN——EIRVRVKELKEKSTRALMEGGSS%%HLGLL 460

IK+IM N EIR +VKE+KEKS A+ E GS

L L
FNMKNDFIVRAEETETKTKKLMMDENNSETRKKVKEMKEKSRAAMSENGSSYNSLAKL 470

RecName: Full=UDP-glycosyltransferase 71A27; Short=PgUGT71A27 [Panax ginseng]

Sequence ID: AOAOA7HB61.1 Length: 473 Number of Matches: 1
Range 1: 2 to 468

Score

Expect Method Identities Positives

Gaps

Frame

390 bits(1001) 5e-131() Compositional matrix adjust. 217/476(46%) 298/476(62%) 30/476(6%)



Query 6 KASLVFIPFPVVSHLVTAVKTAELLASHDSRLSITVLVMSMPTDTKISSY IKN————— P 59
K+ L+F+P P + HILV V+ A+L S LS+TVL+ DT + +Y K+ P
Sbjet 2 KSELTFLPAPATGHLVGMVEMAKLFTSRHENLSVTVLTAKFYMDTGVDNYNKSLLTNPTP 61

Query 60 RlNPVQL bQDVSNGAhAlMKPPhSMM HbAGRHRDSARAVVSbMKRS——CRVAGlPVDl 115
R+ +H+KP -+ R S M +S RV G+ D+
Sbjet 62 RLTlVNLPhTDPQN———YMLKPRUAlIPSVlhTQKTHVRDlISGMTQSESTRVVGLLADL 118

Query 116 MCVDMIDVAKELKTSSYTFFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVVSISSYV 175
+ ++++D+A E + +Y++ +GA LGL F LQ+L +D +++ EF SD + + S+
Sbject 119 LFINIMDIANEFNVPTYVYSPAGAGHLGLAFHLQTL-NDKKQDVTEFRNSDTELLVPSFA 177

Query 176 kPVPARVWPESVFDGESGF———LELSRKAREADGIVINTFLELESYAIGSTYANERIPRF 232
NPVPA V P D E G+ L R+ RE+ I+INTF ELE YAI S 1P
Sbjet 178 BPVPAEVLPSMYVDKEGGYDYLFbLFRRCREbKAIIINTFEELEPYAINSLRMDBMIPPI 237

Query 233 YPIGPII-—GEGKDENDESRQRRGEIMRWLDGQPDSSVVFLCFGSMGAFGEEQVVDIAE 289
YP+GPI+ = G+G++ ++ + I+ WLD QP SSVVFLCFGS G+F E QV +IA
Sbjct 238 YPVGPILNLNGDGQNSDEAAV-————— ILGWLDDQPPSSVVFLCFGSYGSFQENQVKEIAM 292

Query 290 ALERSGKRFLWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQVAVLS 349
LERSG RFLWSLR T +G +Y N E+LPVGFL+RT+ VGKVIGWAPQVAVL+
Sbjet 293  GLERSGHRFLWSLRPSTIPKGETKLQLKYSNLKEILPVGFLDRTSCVGKVIGWAPQVAVLA 352

Query 350 HPSVGGFVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGIAVEIKMDYR—— 406
H +VGGFVSHCGWNS LESV ~ + +A WP+ EQQ NAF++VK++G+AVEI++DYR
Sbjet 353 HKAVGGFVSHCGWNSILESVWYDMSVATWPMYGEQQLNAFEMVKELGLAVEIEVDYRNEY 412

Query 407 KNSGEIVPKSTIEKATKQLM——DPTNEIRVRVKELKEKSTRALMEGGSSYNHLGLL 460
+G IV IE IK+LM + +EIR +VKE+KEKS A+ E GSSY L L
Sbjet 413 NKTGFIVRADEIETKIKKLMMDEKNSEIRKKVKEMKEKSRVAMSENGSSYTSLAKL 468

RecName: Full=UDP-glycosyltransferase 100; Short=UGTPg100 [Panax ginseng]

Sequence ID: AOAOKOPVW1.1 Length: 472 Number of Matches: 1
Range 1: 2 to 467

Score Expect Method Identities Positives Gaps Frame
385 bits(989) 3e-129() Compositional matrix adjust. 220/476(46%) 295/476(61%) 31/476(6%)
Query 6 KASLVFTPFPVVSHLVTAVKTAELLASHDSRLSTTVLVMSMPTDTKTSSY TKN-—————— P 59

K+ L+F+P P HLV V+ A+L S LS+TVL+ DT T +Y K+ P

Sbjet 2 KSELIFLPVPAFGHLVGMVEMAKLFISRHENLSVTVLISKFFIDTGIDNYNKSLLAKPTP 61

Query 60 RINFVQLEQDVSNGAEAIWhPPKSMM HFAGRHRDSARAVVSEMKRS——CRVAGIFVDIM 116
+ + ++KP  ++ RV+S M +S RV G+ DI+

R+ +L +
Sbjet 62 RLTIINLPE——IDPQKYLLKPRQAIFPbLIEVQKTHVRDVMSRMTQSESTRVVGLLADIL 119

Query 117 CVDMIDVAKELKISSYIFFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVVSISSYVN 176
VD+ D+A E + +Y++ +GA LGL F LQtL DD +++ EF SD + + S+ N
Sbjct 120 FVDIFDIADEENVPTYVYSPAGAGFLGLAFHLQTLNDDKKQDVTEFRNSDTELLVPSFAN 179

Query 177 PVPARVWPESVFDGESG————FLELSRKAREADGIVINTFLELESYAIGSTYANERIPRF 232
PVPA P S+F L L + REA GI+NTF ELE YAI S IP
Sbjet 180 PVPAEFLP- SIFLEKDGRHDVLLSLY‘RCREAKGIIVNTFEELEPYAINSLRMDSMIPPI 238

Query 233 YPlGPll———GthDhNDhSRQRRGhlMRWLDGQPDSSVVFLCPGSMGAPthQVVDlAh 289

YP+GPI+ = GEG++ ++ + WLD QP SSVVFLCFGS G+F E QV +IA
Sbjet 239 YPVGPILNLNGEGQNSDEAAV-———— ILGWLDDQPPSSVV[LCIGSlGSlPhNQVKhlAM 293
Query 290 ALERSGKRFLWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQVAVLS 349
LERSG RFLWSLR T EG Y N LP GFL+RT+ VGKVIGWAPQ+A+L+

Sbjet 294 GLERSGHRFLWSLRPCISEGETTLQLKYSNLE—LPAGFLDRTSCVGKVIGWAPQMAILA 351

Query 350 HPSVGGFVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGIAVEIKMDYR—— 406
H +VGGFVSHCGWNS LESV ~ G+P+A WP+ EQQ NAF++VK++G+AVEI++DYR
Sbjet 352 HEAVGGFVSHCGWNSVLESVWYGMPVATWPMYGEQQLNAFEMVKELGLAVETEVDYRNEY 411

Query 407 KNSGEIVPKSIIEKAIKQL-MDPTN-EIRVRVKELKEKSTRALMEGGSSYNHLGLL 460
S IV IE IK+L MD N +IR +VKE+KEKS A+ E GSSY L L
Sbjct 412 NKSDFIVKADEIETKIKKLMMDGKNSKIRKKVKEMKEKSRVAMSENGSSYTSLAKL 467

RecName: Full=UDP-glucosyltransferase 102; Short=UGTPg102 [Panax ginseng]

Sequence ID: AOAOKOPVLO0.1 Length: 475 Number of Matches: 1
Range 1: 2 to0 470

Score Expect Method Identities Positives Gaps Frame
384 bits(987) 7e-129() Compositional matrix adjust. 214/478(45%) 294/478(61%) 32/478(6%)
Query 6 KASLVEFTPFPVVSI IVTAVKTAFIIASHDSRISITVIVMSMPTDTKISSYIKN —————— P 59

K+ L+F+P P + HLV V+ A+L S

LS+TV + DT + P
Sbjet 2 KSELIFLPAPAIGHLVGWVEMAKLFISRHENLSVTVFISKFYWDTGVDNYNKSLLTVFTP 61

Query 60  RINFVQL-EQDVSNGAEAIMKPPKSMM-HFAGRHRDSARAVVSEMKRS——CRVAGIFVDI 115
R+ VLED N ++KP  +++ + +HS M+ G+ D+

Sbjet 62  RLTIVNLPETDPQN-——YMLKPRHATLPSVIETQKTHVRDITSGMTQSESTRVVGLLADL 118

Query 116 MCVDMIDVARELKISSYIFFASGAAVLGLTFDLQSLRDDGGRNLAEFEGSDEVVSISSYV 175
+ +++D+A B+ Y++ +GA LGL F LQ+L D +++ SO+ + +

Sbjet 119 LFINIMDIANEFNVPIYVYSPAGAGYLGLAFHLQTLYDKK— QDVThPRN@DThLLVPCbA 177

Query 176 NPVPARVWPESVFDGESGF-———LELSRKAREADGIVINTFLELESYATGSTYANERIPRF 232
NPVPA V P D E G+ L R+ RE+ T+INTF ELE YAT S + TP
Sbjct 178 NPVPAEVLPSMYVDKEGGYDYLFSLFRRCRESKAITINTFEELEPYAINSLRMDSMIPPT 237

Query 233 YPIGPII-——GEGKDENDESRQRRGEIMRWLDGQPDSSVVFLCFGSMGAFGEEQVVDIAE 289
YP+GPT+  G+G++ ++ + I+ WLD QP SSVVFLCEGS G F E QV +IA
Shjct 238 YPVGPTLNLNGDGQNSDEAAV——— TLGWLDDQPPSSVVFLCFGSYGTFQENQVKETAM 292

Query 290 ALERSGKRFLWSLRKPIFEGGFAYPTEYENPGEVLPVGFLERTAGVGKVIGWAPQVAVLS 349



LERSG RFLW+LR 1 +G

+Y N E+LPVGFL+RT+ VGKVIGWAPQVAVL
Sbjct 293 GLERSGHRFLWALRPSTPKGETKLQLKYSNLEEILPVGFLDRTSCVGKVIGWAPQVAVLG 352

Query 350 HPSVGGFVSHCGWNSTLESVCCGVPMAAWPLGAEQQTNAFQLVKDIGIAVEIKMDYRK—— 407
H +V GF+SHCGWNSTLESV ~GVP+A WP+ EQ
Sbjet 353 HEAVAGFMSHCGWNSTLESVWEGVPVATWPMYGEQHLNAFEMVKELGLAVEIEVDYKNEY 412

Query 408 ———NSGFTVPKSTTFK/\TKQ] M——DPTNETRVRVKELKEKSTRAL MFG(;SSYNIH GL I 460
IV 1E

NAF++VK++G+AVE[++DY+

IK+IM + +ETR +VKE+KEKS A+ E GSSYN

Sbjct 413 FNTKNDFIVR/\EEIETKTKKLMMDFKNSETRKKVKTMKEKSRV/\MSENGSSYNSL/\KL 470

Taxonomy
Reports

Lineage

Organism Blast Name Score Number of Hits Description
Pentapetalae eudicots 10
.Rosaceae eudicots 4
..Fragaria x ananassa eudicots 442 2 Fragaria x ananassa hits
..Malus domestica eudicots 436 1 Malus domestica hits
..Pyrus communis eudicots 426 1 Pyrus communis hits
.Stevia rebaudiana eudicots 424 1 Stevia rebaudiana hits
.Panax ginseng eudicots 402 5 Panax ginseng hits

Organism
Description Score  E Accession
value

Fragaria x ananassa (strawberry) [eudicots ]

olucosyliranserase 6, Shori=FaGT6 [Fragaria x sanassal “z 20151 Q2veKo
B e YD licose ioneld B0 gucon/ianstersse  SIOrERCTUAINNS. gy 7enar  asored
Malus domestica (apple) [eudicots ]

RecName: Full=UDP-glycosyltransferase 71A15; AltName: Full=UDP-glucose:chalcone 2'-O- ) 436 56-149 D3THI6
glucosyltransferase; AltName: Full=UDP-glucose:flavonol 2'-O-glucosyltransferase [Malus domestica] E—
Pyrus communis (pear) [eudicots ]

RecName: Full=UDP-glycosyltransferase 71A16; AltName: Full=UDP-glucose:chalcone 2'-O- ) 426 5e-145 D3UAG1
glucosyltransferase; AltName: Full=UDP-glucose:flavonol 2'-O-glucosyltransferase [Pyrus communis] =
Stevia rebaudiana [eudicots ]

RecName: Full=UDP-glycosyltransferase 71E1 [Stevia rebaudiana] 424 2e-144 Q6VAB2
Panax ginseng [eudicots ]

RecName: Full=UDP-glycosyltransferase 101; Short=UGTPg101 [Panax ginseng] 402 7e-136 AO0AOKOPVM5
RecName: Full=UDP-glycosyltransferase 1; Short=UGTPg1 [Panax ginseng] 402 7e-136 A0A068J840
RecName: Full=UDP-glycosyltransferase 71A27; Short=PgUGT71A27 [Panax ginseng] 390 5e-131 AOAO0A7HB61
RecName: Full=UDP-glycosyltransferase 100; Short=UGTPg100 [Panax ginseng] 385 3e-129 AO0AOKOPVW1
RecName: Full=UDP-glucosyltransferase 102; Short=UGTPg102 [Panax ginseng] 384 7e-129 AOAOKOPVLO

Taxonomy

Taxonomy Number of hits Number of Organisms Description

Pentapetalae 10 5

. Rosaceae 4 3

.. Fragaria x ananassa 2 1 Fragaria x ananassa hits

.- Maleae 2 2

... Malus domestica 1 1 Malus domestica hits
.. Pyrus communis 1 1 Pyrus communis hits

. campanulids 6 2

.. Stevia rebaudiana 1 1 Stevia rebaudiana hits

.. Panax ginseng 5 1 Panax ginseng hits




