1：
>0911-19070014-BHLH36-BK-1_T7_C1909110030
CGGCAATCAATACATACGACGTACCAGATTACGCTCACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGGCCAAACAGTCGAAGAGCGACCGGGGAAGATCGGCGAGGACTTTTGAATCTGAGGAGACGATGAGGGCAAAGTGGAAGAAGAAGAGAATGAGGAGGCTCAAGAGGAAGCGCAGAAAGATGCGTCAGAGGTCCAAATAATTGGTTGAATGCAAGGAATACTACAATATCTTGCTTTGCTGCTACTAGCTTGTCGAAGAGGATGCTTCGAGAAGGGGAACCTGGGTCCACTACATATTTTTCTGTTATGGGAAATATTTGAACTTAGATTTTAATATAATTTAACTGCTTACTGTGTTGAAAAAATTCTGTTTGTTGACTCTAGTGTGCATCAATGCTTCAGTTGTGGCTGCAAAAAAAAAAAAAAAAAAAAAAAAACTTGGCGCCCCCCCCGCCCTTAAAGGGTTTTTGAAAAAAGGGGGGGTTGAAAAAAAATCAAAAAACCGAAAAACCCCCCAAATTTCCTTTCACTGGGGCTTCGGGCCCCTTATAAA
2：
>0911-19070014-BHLH36-BK-2_T7_C1909110030
GGGGGCCAGTGTGGTCCATACGACGTACCAGATTACGCTCACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGGAAGAAAGGAGGTAGATCGGAATCAAGGGCTGCTAGGAGCTTGATCGACGTTGGCACTTCGCAGGATCAATGGGAGTTTTCAGGTTTCATCAGTACCAAGTGGTTGGTCGTGCCCTTCCGACCCCAAGTGATGAGCACCCAAAGATTTATCGCATGAAGCTGTGGGCTACTAATGAAGTTAGGGCAAAATCCAAGTTCTGGTACTTCCTGAGAAAACTAAAGAAGGTGAAGAAAAGCAATGGCCAAGTTCTTGCTATCAACGAGATATTTGAGAAGCATCCGACCAAGATCAAGAACTATGGCATCTGGCTCCGTTACCAGAGCCGGACTGGCTACCACAACATGTACAAGGAGTACAGAGACACCACTCTAAACGGTGGCGTCGAGCAGATGTACAACGAGATGGCCTCCCGACACCGCGTTCGCTTCCCGTGCATTCAGATCATCAAGACGGCGACCATCCCCTCCAAGCTCTGCAAGCGGGAGAGTACGAAGCAGTTCCATGATTCGAAGATCAAGTTCCCTCTTGTCTTTAAGAAGCTTAGGCCGCCATCCAGGAAGCTTAAGACCACCTTCAAGGCATCCAGACCCAATCTCTTCATGTAGAAGAAGTCTTTGATCGGTTTTTTTTTTCATGGAATTTGGCGCTACTAGGTTTTATATGCTCGAGTCTTAATTTTGTTGGATTATTTATCTGATATTGTGACCCTAAACTCCACATTTTTATCTGCTTTTATTGCTCTTGAATCTCTTTGCTACAAAAAAACAGAAAAACAAAACCTTGTGTCGCCCGCGTCCGCCTCCTAGAGAGTTACTGGACAAAGTGGGTGCTGGAGATAGATTCGAAATCCTGGAAAACCCCGGAAGTTCACTTCACACTGTGGCATCGGGCCACACTCAT
[image: image1.png]& Download v GenPept Graphics

60 ribosomal protein L18a-2 [Phalaenopsis equestris]
Sequence ID: XP_020593339.1 Length: 178 Number of Matches: 1

See 1 more title(s) v

Range 1: 1 to 178 GenPept Graphics

Score

Expect Method Tdentities Positives

Gaps Frame

359 bits(922) 9e-123 Compositional matrix adjust. 172/178(97%) 175/178(98%) 0/178(0%) +2
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NG FRFHQYQVVGRALPTP SDEHPKT YRIKL WATNEVRAK SKFVYFLRELKEVIECSNOYY
NGGFRFHQTQVVGRALPTP SDEHPKT YRIKL WATNEVRAK SKFWYFLRELKEVIESNGQY

LATNE IFERHP T TEINYG YL RT SRTGTNIKE YRDTTLHGGVEQITNENASRHR VR
LATNE IFEEPTETNGTVLRTASR GYENINKEYRDTTLG VEQNTENASRHRVER
LATNE TFEKTP TTKIYG VL RYQSRP GYNIKE YRD TTLHGAVEQITNENASRHR VR
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PCIQTIKTATIPSKLCKRESTHOFD SKIKFFLVFIKL RPPSRELKTTREASRPULEM 703

PCIQTIKTATIP SKLCKRE STHQFHDSKTKFFLVFKIARPPSREL +TTFEASRPRLFI

PCIQTTKTATIPSKLCKRE STHQFHD SKTKFFLVFKKVRPPSRELRTTREASRPULF 175




3：
>19070014-BHCH36-2_T7_C1909230036
GTGCCGATGGCGGTACATACGACGTACCAGATTACGCTACACAAGGTTTTGGACACAAAAAACCAGGAGTGGGATTCACGGAAAAGGGGCCTTATGGGCGGGGGAGAGAAGGTGGCTAAAGGAAACTGATAGAAAGGGAGATCGCGATGGGGCGCGGTGGCGACGGAAACACTTCACCTCGTCGCCGGACCAGCAGCAGAGGCGGATCGCCGATCGAGGATATCAAGGTGGAGAAGGCGGAGGGTGTTATTCCTTGGTGGCGGCAGCGGCCGAGCCGGCGGGAGCTCCGTTTAGTGCGGTACGATGAGCTGCCAGAGTATCTTCAGGACAACGAGATTATCCTCAACCACTATCGCGCCGAGTGGACGATCCTTGATGCTCTTCTCAACGTCTTTTCCTGGCATAACGAGACCCTCAATGTTTGGACGCATTTGGGGGGGCTACTCGTGTTCCTTGGGCTCACTGTGGCCGGATCCATAGACATCATTGAGCAGTTCCGCAGCTCCGTCGCTCCCTCCATATCCAGTCTGATGCTTACGCCGATAAAAGTTTCGATTGGGAAGAACTACACGGCGAATGCTATCTCGGATTCCTCCAAAAGCCACCACGTCCCCAGGTGGCCAATTCTCATCTTCCTCACAGGCTCCATGTCTTGCCTTGCCTTCAGCGCCGTCTCCCACCTCCTCGCCTGCCATTCCCGCCGCCTCAGCCTCTTCTTCTGGCGCCTGGACTACGCCGGCATATCCATAATGATCATCTCCTCCTTCTTCCCCCCGATCTACTACGCCTTCCTCTGCCACCCTCTCCCTCGCCTCATCTACCTCTCTTCCATCACCGCCCTCGGCTCCCTCGCTATCGTCACTCTCCTTTCCCCGGGATTCTCCTCCCCTCGCTTCCGCCCCTTCCGCGGCGCTCTATTTCTCGCCATGGGCTTCTCGGGACTTATCCCCGCCGCCCACATCTCGATCGCGTTGGAGCTCGCCATGGCTGCCGCCTATGCGGCTGGCGCGGGCTGTCTACGTTTAGTAGGGTGCCCGGAGCTGTTGGTTTGCCCGGGAGATTTTGGATAATCGCCGGGCAATAGTCATCAGATCTTCCACATGTTTCGTGCTCTTGGCAGCGCCTGACGCACTATGCGACGAATCGATGTGAATGGTGACTGCGCGTGGAGTAACTGGATGCGGTGGGCCGTGGGGCTTGAATGGGGTAAT
[image: image2.png]& Download v GenPept Graphics

heptahelical transmembrane protein ADIPOR2-like [Phalaenopsis equestris]
P_020594760.1 Length:356 Number of Matches: 1

Sequence |

Range 1: 1 to 333 GenPept Graphics

Score Expect Method Identities Positives Gaps Frame
346 bits(888) 7e-114 Compositional matrix adjust. 239/337(71%) 262/337(77%) 16/337(4%) +3

Query 147 MGRGGDGNtsprrrtssreesplEDTKVEKAEGYIPWWARPSRRELRLVRIDELFEYL] 326
NGRGMG* S RR SS  SP ED K EKMEGV+ VWR* SRRFLELY +DELP-TL+
Sbjct 1 MGRGGDGDVSSRRLLSSHDISPAEDAKGEKAEGVLLWWRRS-SRRKLRLVGFDELFDYLE 59

Query 827  DNELILNHYRAEVTILDALLNVFSVENETLNVWTHL:: 11vi1e  TVAGSIDIIEQFRSS 506
DIE_TLNHYRA +LDALL+VFSWENETLIVVTHLGG +FL LTVAG 4D 4EY RS+
Sbjct 60  DNEFILNHYRADVPLLDALLSVFSWNETLIVVTHLGGFFLFLALTVAGCYDGLEKLRSN 119

Query 507  VAPSISSLMLTPIKVSIGKNYTANATSDSSKSHHVPRVEILIFLTGSHSCLAFSAVSHLL 686
SPHIS AL IV I NT4AN ISDSS SH VP VPILIFL GSISCLAFSA SHLL
Sbjct 120  FAPTISRINLLSTNVPIRNNYSANTISDSSISHQVPGYPILIFLAGSISCLAFSATSHLL 179

Query 687  ACHSRRLSLFFVELDYAG:simiissffppiTYAFLCHFLPRLITLSSITALGSLATVTL 866
‘ACHSFRL*LFFVRLDYAGTSINIISSFFP ITYAFLCHPLPRLITLSSIT LGSLATHIL
Sbjct 130  ACHSFRLNLFFWRLDYAGTSTNITSSFFPATYAFLCHFLPRLITLSSITTLGSLATITL 239

Query 67  LSPOFSSPRFRPFRCALFLANCGFSCLIP— ~AAHTSTalelanaaayasga 1010
L P FSSP FRPFR ALFLANGFSCLIP AGHIST IELAJARATA GA
Sbjct 240  LFPVFSSPGFRPFRAALFLANGRSGLIPAMKALATNVEHGAARTSTVIELANAAATAGGA 299

Query 1011 gclvIVGCPELLWCPGDFGHSPGNSHQIFHIFRALGS 1121
PE PG F _ GHSHJIFEH LGH
Sbjct 300  VVIVS-RVPERWR-PGLFD-TGHSHQIFHVVLLGA 933




4：
>19070014-BHCH36-2da_T7_C1909230102
GTGCCCATCCGTCATACGACGTACCAGATTACGCTCACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGATCCCAGCTTCAGAAAAGCCTCGACTTCCTTATCAATTCCTTTTCCATCGTTTTCCTTAGCAAACCCTAAAAATGTCTTGCTGCGGTGGGAATTGTGGATGTGGCGCCAGCTGCAAGTGCGGCAGCGGATGCAACGGGTGCAATATGTACCCTGGTTTGGCTGAGGACAAGTTCAGCACTTCTGAAACCCTGGTCCTTGGATTAGCACCAACCAAGGGAGGATTTGAGGGATTTGAGATGGCTGAGGGATCTGAGAATGGATGCAAGTGTGGGTCGAACTGCACCTGTGACCCATGCAACTGCAAATGAACTGAAGCTATGTAGATTGAAGGAGGAGACCTCTGCTTGCTTGCTGTTCTAATTGTGATGGTGTGTGCTATCTGCTTATAAAGAATAAGAAGCTTATGGTGATGGAAAAGTATGGTTCCATGAATGAATTCCATGCTCTGCTTGTTTCATGTTGGCAGCTTCTGTTTACTGTGTGTTTTCTTTCTGTGTATCGTTCTGGCTATCATAGTATGATGGAAAATATTTGGCTCTTTCTCCGAAAAAAAAAAAAAAAAAAAAAAAAAAACCTGGGGGCCCCTCCCGCCCTCTAAGGTTTTTTTAAAAAAGGGGGGGCTGCAAATAATTCATAATACCTGAAAACCCCCCAAGTTTCCTTTCAATGGGGCTCGGGCCCCCCATATAAA
[image: image3.png]& Download v GenPept Graphics

metallothionein-like protein type 2 [Phalaenopsis equestris]
Sequence ID: XP_020571140.1 Length: 78 Number of Matches: 1

Range 1: 25 to 78 GenPept Gray

Score Expect Method Identities  Positives  Gaps  Frame
94.0 bits(232) 7e-21 Compositional matrix adjust. 44/54(81%) 48/54(88%) 0/54(0%) +1

Query 241 NYPGLAEDEFSTSETLVLGLAPTHGGFEGFEMMEGSENGCHGSNCTCIFCHCE 402
MYPGLIEHE STVETHLG AP KGO EGFENA GSENGCHCGSACTCDPC CK
Sbjct 25  NYPGLAEEKLSTAETHILGFAPVEGGNEGFEMAGGSENGCHCGSNCTCDPCTCK 78




5：
>19070014-BHCH36-3_T7_C1909230036
GAGGCCCATCAATACATACGACGTACCAGATTACGCTCACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGATCTAACAGCTAAACGAAGCTTCAAGCTAACTAAAGCAAGCCAGAGAAAAAAAAACTCAGACCAGATATTTTTGGAAGATGAGTTCAAGCTGGTCACTGGAGGTGGAGACCGAAGCCCCAGCGGCTGCTATCTATAAGGCCACTTTCACTGACTGGCACAATCTTGGTCCTAAGCTCCTCCCTGAAATTATCACTAGTGCTACAGTAGTATCAGGTGATGGAAGTCCGGGGAGCATCAGGCAGATCAACTTCTCCCCAGCTGCGCCTTTTAGCTTTGTGAAGGAGCGTCTTGAATTCATCGATCATGAAAAGTTTGAGCTGAAGATTTCTGTTGTGGAGGGTGGACATTTGGGCAGCAAGTTAGAGTCTGCAACTTCACACATCAAGGTCGAGTCAAAGGGAGATGGCTCCGTCGTTAAGCTGACGGCGACATATAAGGCCATCGCCGGCATAGATATTGCCGAGGACACAAAGAAGGCCAAGGAAGGTTTCATCAAGAGCGTCAAGGCAGTGGAGGAATACCTTGCAGCCAACCCAGGAGCCTATGCTTAAAAAATCTTATATTTGCTTGAGTGAGAGTTTGTTTGAAATTGCTATGTGGAAATAATTGGGGTTGGTTTGTGTTCTAAGAGCTTCTATGAGAGTGCTTCGAATATAATTGTTCTATGTTGTGGCTTATTATAAATAAAATGGAAGTATGCTTGCTGCAACAAAAAAAAAAAAAAAAAACTTTTGTGGGCGCCTCTCCGCGCTCTTCAAAAGAGGTCTCTGTGAACAAGGGGGTGGTCTGCAAAAAAAATCCTAAAATCTCTGAAAAACCCCCGAAAGGTTCCTCTTACATTGTGCTGGGGGACCCACCATATTAA
[image: image4.png]& Download v GenPept Graphics

ke [Phalaenopsis equestris]
XP_020589637.1 Length: 157 Number of Matches: 1

Sequence |
Range 1: 1 to 157 GenPept Graphics

Score Expect Method Identities Positives Gaps Frame
274 bits(700) 1e-89 Compositional matrix adjust. 130/157(83%) 146/157(92%) 0/157(0%) +3

Query 177 NSSSWSLEVETEAPAAATYKATFTDVHNLGPHLLPETITSATYVSGDGSPGSTRQINESP 356
NSSSYSFEVET+APAAAT#EATF DVENLPEL+PE+T+ T+SCDGSPGSIRQINFYP
Sbjct 1 MSSSWSVEVETKAPAAATFEATFIDVHNLGPELIPEVISGVTLISGDGSPGSIRATNFTE 60

Query 357 AAPFSFVKERLEFIDHEKFELKISVVEGGHLGSKLESATSHIEVESKGDGSVVELTATYK 536
APFSFYKERLEFIDHEE ELE*SVVECCHLC K+ESATSHIKVE KG GS+TEFTATIE
Sbjct 61  GAPFSFVKERLEF IDHEKLELKLSVVEGGHLGIKIESATSHIKVERKGHISIVEVTATIE 120

Query 537 ATAGIDIAEDTRISKEGFIKSVEAVEEYLAMEGATA 647
ATAGHDHAED KAREGFI SVEAVE YLAMPGHTA
Sbjct 121 ATAGVDVAEDTKKAKEGFINSVEAVEAYLAMPGSTA 157




6：
>19070014-BHCH36-4_T7_C1909230036
GTGCCAATCCGTACATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGATCGTTGAGATAAGTTGTTAGTATTCTCTCTCATTTAGAGAAGAATGGAGAAACACTTTGTTCTTGCTCTCACCATTGTTCTTTGCCACTTTGCTCTCTCTTCCGCCATTGATGGAACTGCAACTTACTACACTTCACCTTATACACCTTCTTCATGTTACGGGTATCAAGATATGGGTACGATGATTGCTGCGGCGAGTGATGCTATTTGGGATAATCGTGCGGCGTGCGGACGGAATTATAGGGTCACGTGTACCGGTCCGACCAATCAAGGTGTGCCTCACCCATGTACAGGAGCAAGTGTTGTCGTCAAAATTGTTGATTATTGCCCTGCTGGTTGTCGAGGCACTATAGATCTCTCCCAAGAAGCTTTTGCAGCTATAGCGGATTTAAACGCTGGCAAAATCGAAATTGATTATACTCAGGAGTAGAGGTGACCGGTGGCTGAGGAAAATCGGGCTCTAATATACTTCAAATCTATCAAAATGAGTGCGGAAGTATAGAAGGACTATATCTGTTTCTTAATACATAGAAATAAAGAATCTTCAAATAATAATGGATTATGCGACCAGCATAATAATATAGTTTGTATGGAACGTTGATTGTGCTTCCACTGAGCACAAATGTCTCTCCATCAATAAATATGCTTTTTCATTTTTTTTTTCTAAAAAAAAAAAAAAAAAAAAAAAAAAACCCTGGTGGGCGCCCTCTCTCGCCTCTCTAAAGGTTCTTTTGACAAAAGGGGGGGGCGTGCCAAAGAAACCCAAAATACTCTGAAAAACCCCCCCGAGTCCCCTACCAGTGGTGCATCGGGGGACCCATCATA
[image: image5.png]& Download v GenPept Graphics

EG45-like domain containing protein [Phalaenopsis equestris]
Sequence ID: XP_020578326.1 Length: 128 Number of Matches: 1

Range 1: 1 to 127 GenPept Graphics

Score

Expect Method Tdentities Positives

Gaps Frame

215 bits(547) 6e-67 Compositional matrix adjust. 113/127(89%) 119/127(93%) 0/127(0%) +3
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7：
>19070014-BHCH36-5_T7_C1909230036
GTGCCCGTCCATCCATACGACGTACCAGATTACGCTACCAGTTTGGACCAAAAACCCAGCAGTGGTATCCACCCAAAAGGGGCCTTATGGGCGGGAGGGTGAAATTATAGGGAATACTTCTATATCGAGTGAAAAAGCAAGGTGTGCTAGGACGGCTAAGGGTAATTACCCATTGATTTTGAATTCTCGCCTTTGCCGGAACTTGACACTGGTTAACATGGATTAAAAAGCCGTTACTTTGTCTTGGATCTATATTGCTGGAGGAGGAAAGGGTGGCCTTACAACATGTGCTCTGAAATTTAAGGACAGGAGTTTTGAAGAAGAGTTCAGCGGTGTTGTAACAGAACAACCAGGGAAAAAGGGTATTGTGCTGAAGACACCTGAGAATTCTCCTAAAGCTTCTGATGAGCAAAGGGAAGATTTTACTTGATAACTGTTAACCTCTCAATTCCCATATATTCATAAATAAACTCCTGTGATGGTTTAAACCAATATTATCTTTTTTATGCTTGACCTATTGGATGGTGGAATCATTTTGAGTTTTCTATCTGCACTAGTGTATCAATTATTGCTCCATCCTTTTTCCTGAGACTATATCTTACTGAACACTCTTATTCATTTGGAAACCTGGTCATGTATGGATGGTGTTTCTCTTTTATTATTACTTCTGGGATCGATCTTCACTAGATATACTGAATCCATGATTTATACCTTGAGACCATAAATGCTTTTTCATTTTTCGCTATTGGAATTTATTTAAGACAACGACCCCCCCCCCCCCAAAAAGTTTTTTACCCAGCCTCGGCCCTCAAAAGGACTTTAAAAAAGGAAAACCCCCCGAAAGATTCCTTTCAACCTGGAAACCCCCCCCACATTATAATTTTAAATGGGGCATCGGGCCACCCATATA
[image: image6.png]& Download v GenPept Graphics

nuclear pore complex protein NUP50A-like [Phalaenopsis equestris]
Sequence ID: XP_020577991.1 Length: 447 Number of Matches: 1
See 5more title(s) v

Range 1: 338 to 446 GenPent Graphics

Score Expect Method Identities  Positives  Gaps Frame
147 bits(370) 6e-37 Compositional matrix adjust. 74/109(68%) 82/109(75%) 0/109(0%) +2

Query 08  GELIGTSISSEKARCARTAKGNYPLILNSRLCRNLTLVINDEAVILSYITIAGGGHIC 277
GEI NISIS KR  HGNY LILW+ L +TL WD K +T S + TG G+ G
Sbjct 333 GETKVNTSISGGKARLVMRSRGNYRLILWASLYPDITLANIDKEGITFSCVNTAGEGRAG 597

Query 278 LTICALKFKDRSFEEEFSGVVTEQPGKHGIVLETPENSPEASDEQREDF 424
LTICALKFED SF EEFSGVV E GKK I LKTPENSPKASDEQREDR
Sbjct 308 LTICALKFKDSSFAEEFSGVVKEHKGKEATALKTPENSPEASDEQREDF 446




8：
>19070014-BHCH36-6_T7_C1909230036
GTGCCCAGGCGGTACATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGATCCATCAACACTTGAGCTACATAACCCTAAGTTTCAGCCTCACCGTTTAGCTCTCTAATGGCGACCTCTGCGATTCAAGGCTCAGCCTTCGCCGGCCAGACTGCTCTCAAGCAGTCTAATGAACTCCTTCGGAAGGTCGGTTCCATCGGCAATGGCGGCCGCATCACCATGCGGCGGACTGTTAAGAGTGTTCCGCGGAGTATCTGGTACGGCCCAGATAGGCCCAAATACCTGGGCCCCTTCTCGGAGCAAACGCCCTCCTATCTGACAGGAGAATTCCCCGGCGACTACGGCTGGGACACCGCGGGGCTCTCCGCGGACCCCGAAACCTTCGCCAAGAACCGGGAGCTGGAGGTGATCCATAGCAGATGGGCCATGCTCGGCGCACTGGGCTGCGTCTTCCCCGAGCTCCTCGCCAAAAACGGCGTCAAGTTCGGCGAAGCCGTTTGGTTCAAGGCCGGGGCCCAAATCTTCTCGGAAGGAGGCCTGGACTACCTCGGCAACCCTAACCTGATCCACGCCCAGAGCATCCTAGCCATATGGGCCACCCAAGTCGTCCTCATGGGCTTCGTCGAAGGATATCGGATTGGTGGCGGCCCGCTTGGCGAGGGACTCGACAAGATTTATCCTGGAGGGGCCTTCGACCCATTAGGCCTTGCGGATGACCCGGAGGCCTTCGCGGAGCTGAAAGTGAAGGAGTTAAAGAACGGGCGGCTGGCCATGTTTTCCATGTTCGGGTTTTTTGTGCAGGCTATTGTGACCGGGAAAGGGACCCATTGAGAACCTGTATGACCACCTGGCTGACCCGACTGTCATAATGCTTGGCTTATGCCACCAACTTTGTGCCTGGAATGAGTGTGTCATTGATTGTCTGATGTTTTCACTCATATGGAATGGACCATTTCCTCCACATACAACATACTGACCAGAAACTCTTGGTGCGCCCTGCTCTCGCCCTTAAGAGGTTCCTTGGACCAAAGGGGGTGGGTCTGCAGTGTATTCGTATATCTGAACCTCGGAGTTCTCACTGGGATGGGGGGACCATATCTATACCTGAGCTG
[image: image7.png]& Download v GenPept Graphics

chlorophyll a-b binding protein 5, chloroplastic [Phalaenopsis equest
XP_020590660.1 Length: 266 Number of Matches: 1

Sequence |
Range 1: 1 to 256 GenPept Graphics

Score Expect Method Identities Positives Gaps Frame
468 bits(1203) 3e-163 Compositional matrix adjust. 231/256(30%) 238/256(93%) 0/256(0%) +3

Query 155 MATSATQGSAFAGUTALKQSNELLRKVGSIGNGGRITHRRTVESVPRSTVIGFDRFKILG 335
M SATQGSAFAGATALEQ NEL RKVGSGNSGRITIRRIVESVE+STVCFDRFKTLG
Sbjct 1 MATSATAGSAFAGATALKQPNELFRKVGSVGNSGRITIRRIVESVPESTVCPDRFKTLG 60

Query 5% PFSEQIPSYLTGEFPGDYGHDTAGLSADPETFAKNRELEYIHSRVANLGALGCVEFELLA 515
PFSEQTPSYL TGERPGDYGYDT4L SADPETFAKREL EV THSRVANL GAL GCVFPELL +
Sbjct 61  PRSEQTPSYLTGEFPGDYGYDTIGLSADPETFAKNRELEVIRSRVANLGALGCVFFELLS 120

Query 516 KNGVKFGEAVVFKUGAQTFSEGELDYLGNPNLIHAQSTLATVATQVVLIGEVEGYRIGN 655
HGVRFGEAVWFEAGAQTF SEGGLD YL GNPNL THAQSTL ATWAQVHLIGFVE TRHGGG
Sbjct 121 RNGVKFGEAVWFKAGAQTFSEGGLDYLGNPNLTHAQSTLATWASQVILIGFVEATRVOGG 180

Query 695 PLGEGLDKIYPGGAFDPLGLADIPEAFAELKVEELKNGRLANFSUFCFFVQATVIGKGTH 875
PLGEGIDKTYPGGAFDPLGL ADDPEAFAEL KVKELKNGRL ANF SHFGFFVQATVTGKS.
Sbjct 181 PLGEGLDKIYPGGAFDPLGLADDPEAFAELKVKELKNGRL ANFSHFGFFVQATVIGKGPT 240

Query 75 +EPVAFPGHPDCHIAY 023
Py
Sbjct 241 ENLYDHLADPTTNAY 256




9：
>19070014-BHCH36-7_T7_C1909230036
TTGCCATCCATACATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGTCTGCAATCCAATTATCGCGAAGATGTATCAGGGAGGTGGGGATGTGCCTGCTGGTATGGATGAAGAGGGTCCTGCTCCTGGCGGTAGTGGCGCTGGTCCTAAGATTGAGGAGGTTGACTAAGGGTTTTCTTCTTATAAGTAAAGCTAATGTTATACAGGGATACGCTCTGCTGTTATTTTAAGTGTTTTATTTTGCTGTAATGAAGTTTGGACGTTCGTACTTTTTATGTTGAATAAAATGGTTTTGTAGCGTTGAGATAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACCTTGCCGCCCCCCCCCCCCCCAAAGGGTTTTTGAAAAAAGGGGGGGTGGAAAAAAAATCAAAAAACCGAAAAACCCCCCAAGTTTCCTTTCATTGGGGCTTCGGGCCCCATAAAA
[image: image8.png]& Download v GenPept Graphics

LOW QUALITY PROTEIN: heat shock cognate 70 kDa protein-like [Phalaenopsis equestris]
Sequence ID: XP_020574365.1 Length: 644 Number of Matches: 1

Range 1: 605 to 644 GenPent Graphics

Score Expect Method Identities  Positives  Gaps Frame
53.9 bits(128) Se-05 Composition-based stats. 36/40(90%) 38/40(95%) 0/40(0%) +1

Query 94 VCHPIIANYQGGGDVPAGHDEEgpapeeseaspKIEEVD 213
ACNPTIARITQGG  VPAGHDEYGPAPGGSGAGPKIEEVD
Sbjct 605 ICNPTIAKNYQGGEGVPAGNDEDGPAPGGSGACPEIEEVD 644




10：
>19070014-BHCH36-8_T7_C1909230036
TAGCCATCGTACATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGATCCCAGCTTCAGAAAAGCCTCGACTTCCTTATCAATTCCTTTTCCATCGTTTTCCTTAGCAAACCCTAAAAATGTCTTGCTGCGGTGGGAATTGTGGATGTGGCGCCAGCTGCAAGTGCGGCAGCGGATGCAACGGGTGCAATATGTACCCTGGTTTGGCTGAGGAGAAGTTCAGCACTTCTGAAACCCTGGTCCTTGGATTAGCACCAACCAAGGGAGGATTTGAGGGATTTGAGATGGCTGAGGGATCTGAGAATGGATGCAAGTGTGGGTCGAACTGCACCTGTGACCCATGCAACTGCAAATGAACTGAAGCTATGTAGATTGAAGGAGGAGACCTCTGCTTGCTTGCTGTTCTAATTGTGATGGTGTGTGCTATCTGCTTATAAAGAATAAGAAGCTTATGGTGATGGAAAAGTATGGTTCCATGAATGAATTCCATGCTCTGCTTGTTTCATGTTGGCAGCTTCTGTTTACTGTGTGTTTTCTTTCTGTGTATCGTTCTGGCTATCATAGTATGATGGAAAATATTTGGCTCTTACAAAAAAAAAAAAAAAAAAAAAAAAAAAAACTTTGGGGCCCCCTCCGCCCTCAAGAGGTTTTGGAAAAAAGGGGGGGGGGAAAATAATTCAAAATTCCGAAAAACCCCCGAAGTTCCCCTTCACTGGGGCTCGGGGCCCCCCTTAAAAA
[image: image9.png]& Download v GenPept Graphics

metallothionein-like protein type 2 [Phalaenopsis equestris]
Sequence ID: XP_020571140.1 Length: 78 Number of Matches: 1

Range 1: 25 to 78 GenPept Gray

Score Expect Method Identities  Positives  Gaps  Frame
94.7 bits(234) 3e-21 Compositional matrix adjust. 45/54(83%) 48/54(88%) 0/54(0%) +2

Query 230 NYPGLAEEKFSTSETLVLGLAPTHGGFEGFEMMEGSENGCHZGSNCTCIFCHCE 400
MYPGLIEEK STVETHLG AP KGO EGFENA GSENGCHCGSACTCDPC CK
Sbjct 25  NYPGLAEEKLSTAETHILGFAPVEGGNEGFEMAGGSENGCHCGSNCTCDPCTCK 78





11：
>19070014-BHCH36-9_T7_C1909230036
GAGCCAATCGGTACATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGAAGTAAATCAATACCCAAACTCCCAACTAATCAACACAGCCATGGCCTCCTCCACCTGCTCAGCAGCAGCCCTCCTCCTCCTCTCCGCGGCAGCGCTGTTGAGCCTCCTAACCACTCCCGTCTCCGCCGACGACCGCCTGAACGCAGGCCAGTCCCTTGAGGGGGGACAATCCCTCGCACAAGGCCCCTACTTGTTCACCATGCAGCAGGATTGCAACCTCGTCCTCTATGACAACAACGGGGCCATCTGGGCGACGGGGACCAACGGAAAAGCCTCCGGCTGCGTCGTCACGATGCAGACCGACGGCAACCTCGTCATTTATAGTGGCAGCAGTGTTATCTGGGCAAGCAACACCAACCGCCAGAATGATAACTACTATCTCATCCTCCAGAGAGATCGCAACGTCGTCATCTACGACAGCTCCAACAACGCTATTTGGGCGACTGGCACCAACGTCGGCAATGCTGCTGTTGTCGTCATCCCTCACAGCAACGGCACGGCGGCTGCGTCTGGCGCTGCGCAGAACAAGCTCAAGGAACTGTATCCATGAAGGCTAATATCACAGAGAGGAAGTATTCTTAATATATTTTGAATAAATTGGCGATGACAACTGTGGTGCTATTGCCTAACGCAAGCTAATTTTCCTTTTTATAACTGTGTTGTCGTAGTATGAATGATCGTATGAAATAAAGTTGCTTGTTTAAATTATCATATATGGAATTCGTTTGGGCCTAAAAAAAAAAAAACAAAACCCTGGGGGGCGCCCTCCTCGCGCCTTCCATAAGAGGTCTCTGTGACACAAAAGTGGGTGGGCGTGGCAGAATGAATTCGTAAATATACTAGAAAAACCCGCGCAAGGTTCACTCTTCACATGGTGGCATCGGGGGGCACAACACTATTA
[image: image10.png]& Download v GenPept Graphics

mannose-specific lectin-like [Phalaenopsis equestris]
Sequence ID: XP_020579629.1 Length: 190 Number of Matches: 1

Range 1: 47 to 190 GenPept Graphics

Score

Expect Method Tdentities Positives

Gaps Frame

267 bits(683) 3286 Compositional matrix adjust. 129/144(90%) 136/144(94%) 0/144(0%) +3

Quexy
Soset
Quexy
Soset
Quexy

Sbjct

218
41

03
107
5%
167

FUSADDRLNAGQSLEGGQSLAQGR YLFTHQQDCHL VL YDNIGATVATSTGEASGCYVTI
PUSA DRLNAGQSL GGQSLAQGPY+F NQHICNLVLYDNN A+VATGTIGKASGE VI
PVSAADRLNAGQSLGGGASL AQGP Y TF THQKDCHL VL YDNIEAVWATGTNGKASGE TV

QTDGLYTYSGSSVIVASHTHRQNDNY YL TLQRDRINV YD SHNATVATGTHVCHAAYY
Q DGNLVIYSGH VIVASNTNRQN NYYLILQRDRIVVIYDSHNATWATGTHVCNALHY
QRDGLVTYSGTRVIVASHTNRQUGHY YL TLQRDRINYTYDNSHATWATGTHVCNAATY

VIPHSIGTAAASGAAQUELEELTP 644
VIPHSIGTARASGAAQNEEL TP
VIPHSIGTARASGAAQNEVEELT 150

w02
108
52
1668
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GAAGGAAATGCGTCATACGACGTACCAGATTACGCTCACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGGACCCAGAGATATCTTACATTTCTCCAAAAAAGTAAAAACACATTGGGCCTGCTCTCACCGTTGTTCTTTGCCCCTTTGCTCTCTCTTCCGGCATTGGTGGATGTGCCTCTTACCCCCCTCCGCCTCATACACCTACTGCATGTTACGGGGATCAAGATATGGGGGGGAACATTGCCGCGGAGAGTGATGCTATTTGGGATAATCGTGCGGGATGGCGACCGCATTATCTGTGACCGCGACCCGGCCCTATGGATCACGGTGACCCTCACCCATGTCCCCGACTGCGTGTTGACGACAAAATTGTTGATTATTGCCCTGCTGGATGGCGAGGCACTAGCTATCTGTCCCAAGAACATCTTGCACCTAAATGATATTTACTATCTCATCCTCCCGAAATATCTTATACTCATCATCTAAGATGACTGGTGGCTGATATTAGGGCGACTCTAACCAACTTCAAATCTATCTGCTGAAGTGCGGACCCTAGAAGGACTATATCTTTTTCTTAATACGTAGCTGTACAGAATCTTCTCATAGTACTGTATTATGCGACCATAATATCACATATAAGGGATTATAGAACTTTGATTGTGCTTACACTGACCACAAATGTCTGCGCCATCTATTGCCTATGCTTTTTTATTTTTCCTCATTATAACTGTGTTGTCGCAATATGAATGATCGCATGCAATACAGTGGCTTGTTTAAAATATCGGAGGCTCGAATTGAAAGCTATAAACAGAAAATGTCGGGAATTTGACTTCTATTGGTTCTCCGGTCGCACCATGTATAGGGCGTCATAGAATCGTAGGATGCTTGAAAAAACCGCCCCCGAGTTATCCTCTGCAACAGGTCGCGTCGGGGACACTCATAAATGG
[image: image11.png]& Download v GenPept Graphics

EG45-like domain containing protein [Phalaenopsis equestris]
Sequence ID: XP_020578326.1 Length: 128 Number of Matches: 1

Range 1: 3 to 127 GenPept Graphics

Score

Expect Method Identities _ Positives

Gaps Frame

111 bits(278) 2e-26 Compositional matrix adjust. 61/125(49%) 73/125(58%) 0/125(0%) +2

Quexy
Soset
Quexy
Soset
Quexy

Sbjct

13
3
En
3
404
123

HIGRALTYVLCPFAL $3G1GGCAS TPPPPHTPTACYGDADNGGNT AMESDATYDNRAGY
EH L VLC FALSS I G AFT PPHIPHCYG +C I4h SD IVDNRA
REFVLALATVLCHFAL S3ATDGTATYYTPPYTP SSCRGYDIKGTL T4AASDQTVDNRALC

"RPHYL4PRPGPIDHSDPHPCPRRVDDKI VD TCPAGYRGT YL SQEHL APKHTLLSHFE
4T G +GPHPC Y +IVDICPAG RGT LSQE + L+ E
GRITKVTCTGATHOGVPHPCTGASVVVQTVD YCP AGCRGTIDL SQEAFSTTADLNAGKTE.

ISYTH 508
Iy
v 127

13
62

403
122
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TAAGCCCATCCATACATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGATCGTTTAGATAATTTGTTAGTATTCTCTCGCATTTAGAGAAGAATGGAGAAACACTTTGTTCTTGCTCTCACCATTGTTCTTTGCCACTTTGCTCTCTCTTCCGCCATTGATGGAACTGCAACTTACTACACTTCACCTTATACACCTTCTTCATGTTACGGGCCCCTTTATTCGGCTACGATGATTGCTGCGGCGAGTGATGCTATTTGGGATAATCGAGCTGTCTGCCCACGGAATGATCAGGGCACCTGTACCGGTCCGACCCAACATTGTGAGCCTCACCCATGTTCCTGATCAAAAGATGACCATGACATTGACTATTATTGTCCTGGAGGAAGCCGAGGCACTATCCATCTCTCCCGAAAAGATTTTGCTATTACTGCGAATTAAAGCACTGGCAAAATCACTGTTGATTATTCTCTCGAATAAAAGGGACCATGGGCTGAGGAAAAACGGGCTCTAATATACTTTTTATCTATTTTTCTGATTTATTTTGCTATAGAAGGACTATATCTGTTTCTTAATACATAACCCTAGATAATCGTCATATAATAATGGATTATGCCACCAGCATAATAATATAGTGATGTATGGAACGTTGATTGTGCTTCCACTGAGCACAAATGTCTCTCCATCAATAAATATGCTTTTTCATATTTTGAAAAAAAAGGGGGGTTAAAAATTTGTCGGCCCCCCCGAAAATCCCGGGGTTTTTGCCCAAAGGGGGGGTTGGGGAAAAAATTTAAAAATACTGAAAAACCCCCCAGGTTCATTTCACTTGGGCATGGGGCCCCCCTATAA
[image: image12.png]& Download v

EG45-like domain containing protein [Phalaenopsis equestris]
Sequence ID: XP_020578326.1 Length: 128 Number of Matches: 1

Range 1: 1 to 125 GenPept Graphics

Score

Expect Method Identities _ Positives

Gaps Frame

132 bits(332) 9e-35 Compositional matrix adjust. 80/125(64%) 91/125(72%) 0/125(0%) +1

Quexy
Soset
Quexy
Soset
Quexy

Sbjct

142
1
az
61
502
121

MERHFVLAL TIVLCHFAL SSATDGTA yy tspytp=<CYGPLYSATHLAASDATYDIE
JNERRFVLAL IVLCHFALSSAIDCTATYYT PYTPSSCHG THIAAASD TVDNRA
MERHFVL AL ATVLCHF AL S3ATDGTATYYTPPYTP S3CRGTDNKGTL LAAASDQTYDIR A

VCPRDGTC TGP THCEPHPC SHSKDDED IDYYCPGGSRGTTHL SREDFATTAIMS TG
CEN+TCTG T  PHPCH+ 1 YCP G RGTL LS+ F AF + GE
ACGRITYTCTGATHAGVPHPCTSASVVVQTYDYCPAGCRGT IDL SQEAFSTTADLIAGE

Ty 518
Y
IEDY 125

a1
&

501
120
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GTGGGAATTCCATCATACGACGTACCAGATTACGCTCACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGGCAGTGCAGCAGCTTAGCTCCGCTCAAAGTTCTTCATTTGGAAGGAGAAAGGAAGGGCGAAAAGTATGGCTTCTTCAATGATGGTCTCGTCCGCCACTGTGGCGGTCGCTCGATCGACGGCTCCGGCTCAGTCGACCATGGTCGCTCCCTACACCGGTCTGAAGTCTGGTGCTATTTTACCCGCCGCCCGTAGAGCCGCCACGAACCTCAACCACCTCCCGAGCAATGGCGGCAGAGTCCAGTGTATGAAGGTGTGGCCTATTGAGGGTGTGAAGAAGTTTGAGACACTATCTTACCTTCCACCGCTTAGTCCAGAGGCTTTGCTCAAGCAGATTGATTACCTTCTCCGTTCGGGATGGATTCCATGCTTGGAGTTCTGCAAGATTGGATTCGTGTATAGGGAGAATCACAAGTCACCTGGATATTATGATGGACGGTACTGGACGATGTGGAAGCTACCAATGTTCGGATGCAACGATGCAGTTCAAGTGGCGAAAGAGGTGGAAGAGTGCAAAAAATCATATCCTGACGCTTTTATTCGAATTATTGGATTTGATAATGTGCGTCAAGTACAATGCATCAGTTTCATCGCCTATAAGCCTCCAGGCAAGGACTACTACTAAGATGTCCTAAGAAAGCAACTAATGCTCTAGAATATTGTTGTAGTTTTCTATTATTGTCCATGGATTTCTCCATATTTTTTTTTGAGGGTTTAAGACCTTTTGTTCATGTTGATTTCCTATGTTGCTTTTGTTTATCTCTGTCATGCTCTTCTGAATGGTGGGAACTTAGAAAGCAATTTGACCCAGAAAAAAAAAAAAAACCTTGTGCGGGCGCCGCTCTGCGCGCCTCTACTAGAGAGGTTCTCTTGTATCACAAGGGTGGGTGGGTCTGGCAGATTGAATCTCGTAAAATTCACTGAAAAAACCTCGCGCAAGTTCACTCTCCACCTGTGTGCACGTGGGGCGCCACACTATATATATAA
[image: image13.png]& Download v GenPept Graphics

LOW QUALITY PROTEIN: ribulose bisphosphate carboxylase small ch:
Sequence ID: XP_020588450.1 Length: 185 Number of Matches:

clone 512-like [Phalaenops

Range 1: 29 to 183 GenPent Graphics X
Score Expect Method Identities _ Positives Gaps Frame [<
264 bits(675) 1e-88 Compositional matrix adjust. 125/156(80%) 133/156(85%) 1/156(0%) +1 [E

9

Query 247 YTGLESGATLPAAFRANTNLNHLPSGGRVQCHKVVE IEGVEKFETLSTLFFLSPEALLE 426
TIGLE 4 LP AR T+ SHGGRVQCIVVPIEG KKFETLSTLFFLY E LIE
Sbjct 20 YTGLEFAAGLPTARPPQTSTTSYSHGGRVQCHQVVPTECKRKFETLSTLPFLTLEQLLE 87

Query 427 QIDYLLRSGWIPCLEFCKIGFYVYRENHKSPGTYDGRYWTIVELPUFCCIDAVQVAKEVEE 606
QIDYL/RSGWIPCLEFCE GFVYRE H*+SPCYYDGRYVIINELPIFGC DA QV KEVEE
Sbjct 83  QIDYLIRSGWIPCLERCKAGFVIREYHRSPGTDGRTVTINKLPNFGCTDATQVVEELEE 147

Query 607 CHESYPDAFTRIIGRDNVRQVACISFIATKPRGEDY 714
ERHTFDAF RITGFDIVEQVACTSFIATKPP K47
Sbjct 148 LEEAYPDAFARTIGFDNVRQVOCTSFIATKPPSKEY 183
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GAGGGCCGGTGCGTCCATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGGTTTCTAAGCGCCATCTCCCTTAAAGAGTTTCTACTATCTCTCCTCCTCCTACTATGCGGCCTTTCTCCCCTCACCCTCAAACTCTCCGGCGGCGCTACCTCTCTCCACATGTGGGCCCCTCGCCGCCGCCGCCGACGCCGCCATTCCCGTCCCGCCCTAGTCCTCCTCCACGGTTTTGGAGGATTCGCCAAGTGGCAGTTTGAGGGCCAAATAGTGCCGCTTTCTCGCCACTTCGATCTCTACTTGCCGGACCTCATCTTCTTCGGTCGGTCAGAGTCGGCGGAGGGGAAACGGTCGGTGAAGTTTCAAGCCAAGTGTGTGGCAGACGCTATGAGAAAGCTTGGGGTGGAGAAGTATGCGGTGGCTGGGGTGAGCTATGGGGGCTTTGTAGCGTATTCTATGGCGTCGGCGGAGGCGGAGGCGGAGGTGGAGAGGGTTGTGGTGATTGCATCAGGGGTGGCAGCCACGGCGGAGGAGAGAAAGGAGTTAGCGGAGAAAGAGGGGAGAGATGTTGCGGAGTTATTGCTGCCGCAGAGAGTTGAGGATTTGAGAAATTTGTTTCGTAGGTGTATTTTCAGACCGCCGACTTGGATGCCCGATTTTGTTCTTCGTGATTTCATTGAGATAATGTTCAAAGAACACAGAAAGGAGAGGGCAGAGTTGCTGAATGAACTTCTATCGAATGGAATTGGATGGGGATCTCTTCCCGTTCTTAAGCAAGAAACTCTAATCTTATGGGGCGAGAGAGACGCTATATTTCCTTTGCCTCTTGCTTATGCTCTTAAGAGACATTTGGGAGACAAGGCAAAATTACAAGTGATTAAAGGAAGCAGGGCATGCATTACTCATTAGAGAAGCCTCATCATGTAAATAGTCTGATTAGGAGGTTCGTTTTGCATGAAAAAATGGTTTAAAGTAAGTGAGAAATCATATATACTAATATACGAAATAGACAAGTCTCGACTGATTAGTCATATGGAGGATGGAACAGATGATCGACTTCAAGTTACGGAGCCTCCCATCGAAGAATATTTGAGCTTAAATACCTGCATCATGGTGATTACTCACCACTCAGAAAATAATTTGGGAGTTATTGTGTGAATTCGCGCAGA
[image: image14.png]& Download v GenPept Graphics sortby: | E value v

hypothetical protein MA16_Dca021645 [Dendrobium catenatum]
Sequence ID: PKU74241.1 Length: 447 Number of Matches: 3

Range 1: 197 to 419 GenPent Graphics ¥ Next Match

Score Expect Method Identities Positives Gaps Frame
354 bits(909) 1e-115 Compositional matrix adjust. 189/223(85%) 207/223(92%) 1/223(0%) +1

Query 250 VLLHGFGGFAKVQFEGQTVPLSRHFDLYLPDLIFRGRSESAECRSVEFQUECVADAIRE 438
VLLHGFGGFAKVQFE QI LSR FOLYLPDLAFFG 5 SAEGKRSVEFQA+CTA+ANRE
Sbjct 197 VLLHGFGGFAKWQFERQTASLSRQFDLYLPDLVFFGHSVSAEGKRSVEFQAECVAEAIRE 256

Query 4 LGVEKTAVAGVSYO3Fvaysnasacacacvervyyi sGVAATARERKEL AEKEGRDVAE ~ 618
LGVEKY VAGVSYCGFVA* i+ AE EVERVVVIASCHAKTA*ERKLAEKECRTAE
Sbjct 257 LGVEKYTVAGVSYOGFVARCHAMVAAEREVERVVVIASCLAMTAKERKDLAEKECREVAE 516

Query 619 LLLPQRVEDLRNLFRRCTFRPPTYIFDFVLROF IEINFKERRERAELLIELLSNGIGH- 795
LLLP+RVEDLRNLFRRC+FEPPTV+PDF+LRLF IE LNFE+HRKER. ELLVELL SNC+GY
Sbjct 817 LLLPERVEDLRNLFRRCNFRPPTVLPDFLLRDFIE IIFKDHRKERTELLIELLSIGVGHG 576

Query 795 GSLPVLEQETLILWSERDATFPLPLAYALKRHLGDEAKLQVIE 924
GHLP+ KQETLILVG+ D IFPLPLAYALKRHLCDEAKLQVIE
Sbjct 377 GALPIPKQETLILWDEDTIFFLPLAYALKRHLGDKAKLQVIE 419

Range 2: 50 to 197 GenPept Graphics ¥ Next liatch A Previous Match 4 First Match

Score Expect Method Identities Positives Gaps Frame
193 bits(491) 2e-53 Compositional matrix adjust. 121/151(80%) 133/151(88%) 3/151(1%) +1

Query 187 GGATSLHMVAP:rrrrrrHSRPALVLLHGRGGRARWQFEGYIVPLSRHFDLYLFDLIFFG 366
G TSHIHW PRRER  HSRPALVLLEGFGGFAKVQFE QI PLSRHFDLYLFDLYFRG
Sbjct 50  GSTTSTHLWGPRRRR-~~HSRPALVLLHGRGGFAKVQFERQIAPLSREFOLTLFDLVFRG 108

Query 367 RSESAEGERSVEFQUKCVADANRKLGVEKTAVAGYSYGGFvaysnasacasasvervivi 546
+3 SHECKRSVEFQA+CTA*ANEELCY KY VAGVSTGGFVA+ JU+h AE EVERVVVI
Sbjct 107 QSVSABBKRSVEFQARCYAEANFEL GVGKTTVAGYSTGGFVARCHALAMEREVERVVVI 165

Query 547 =GVANTAEERKELAEKEGRDVAELLLPGRY 639
ASGVA +AERKELAERECRHTSELL  + ¥
Sbjct 167 ASGVATSAKERKELAEKEGREVAELLKKKNV 197

Range 3: 419 to 447 GenPent Graphics A Previous Match 4 First Match

Score Expect Method Identities  Positives  Gaps  Frame
40.4 bits(93) 9.8 Compositional matrix adjust. 18/29(62%) 22/29(75%) 0/29(0%) +3

Query 924  REQGIYSLEKPHEVNSLIRRFVLEEKY 1010
G LEKPHVNS IREPHL EE+]
Sbjct 419  KEAGHALPLEKPHHVNSSTRRFILQEELY 447
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TAGGGCAGGCATACATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGAGAGCCGGATTGTAAACCCTAGACGAGCAGCCGCCGCAGCGCCAAAGAGCTCCTGGACGAAAAATGGGCATCGATCTCATTGCCGGAGGGCGGAGCAAGAAGACGAAGCGCACCGCGCCCAAGAGCGACGATGTTTATCTCAAGCTTCTCGTCAAGCTGTACAGGTTTCTTGTAAGGAGGACGGGTAGCAAGTTCAATGCTGTTATCCTTAAGAGGCTCTTCATGAGTAAGATCAATAAGCCTCCTCTCTCTCTTAGGAGACTTGCAAAATTCATGAATGGAAAGGAAAATAATATTGCGGTTATTGTCGGAACTGTAACCGACGATAAGAGGGTGCACGAAATTCCAGCCATCAAGGTGACGGCTTTGAGGTTCACAGAGACTGCTAGGGCAAGGATCCTTAAGGCCGGAGGAGAATGCCTGACCTTCGACCAGCTTGCTCTTAGATCGCCTCTTGGACAAAACACGGTTCTTTTACGGGGCCCTAAGAATGCTAGGGAAGCTGTGAAACACTTTGGGCCTGCACCTGGTGTTCCGCACAGCCACACAAAACCCTATGTTCGTTCCAAGGGAAGAAAGTTTGAGAAGGCAAGGGGCAGAAGAAATAGCCGTGGTTTCCGGGTCTGAGCTTGTTCTTCTTGTTTAGGTTTCTGAATTTGAAATCAAACAGTTCTTCTCTATTAGTAAACAGTCTTTTTGGCAGTTTTTAACACATTTGAGTTGTATTAGTAGTATATTTTTGATGAATCTTTTGGTTTTGAACAAACTTGCCATCACCCTTCTGTTTTTGTTTTGAATCGAAACATCTCTGTTAGTACCAAAAAAAAAAAAAAATAAAAACTTGTGTGTCGCGGCCGCGCTCTCGGCTCCTTAGAGGTTCTCTGTGTGACAAAAAAGGGGTGCTGCTGCAAGTAGTAATCTCGAAATATCTCTGAGAAAAAACCCCGCAGAGGTCACCCTCCAACTGGCCGTCTGGGGCGCACACTACATATAAAAAA
[image: image15.png]& Download v GenPept Graphics

60 ribosomal protein L18-2 [Phalaenopsis equestris]
Sequence ID: XP_020575062.1 Length: 187 Number of Matches: 1

Range 1: 1 to 187 GenPept Graphics

Score Expect Method Identities Positives Gaps Frame
364 bits(935) 4e-124 Compositional matrix adjust. 180/187(96%) 183/187(57%) 0/187(0%) +1

Query 160 NGIDLIAGGRSKKTKRTAPKSDDVYLKLLVKLYRFLVRRTGSKFNAVILIFLFNSKIIEP 339
NGIDL L4GOR SKKTERTAPE SDDVYL KL L VELYRFLVRRTCSKFNAY ILERLFISEHEP
Sbjct 1 MGTDLIAGGRSKKTKRTAPKSDDVYLKLLVELYRFLVRRTGSKFNAVILKRLFUSKVIEF 60

Query 540 PLSLRRLAKFMNGKENNTAVIVGTVTDDERVHETPATEVTALRFTETARARILEAGGECL 519
PLSLRL KFW GKENNIAVIVCTVIDDERVEEIP +KVTARFTETARARIL ACGHCL
Sbjct 61  PLSLRRLVFNGGKENNIAVIVGTVIDDERVHEIPVIBCVTALRFTETARARTLNAGGECL 120

Query 520 TFDQLALRSPLGQNTVLLRGPKNAREAVKHFGP APGVPHSHTKP TVRSHGRIFERARGRR 659
‘TFDQLALR+PLGQNTVLLRGPKIRE AVKHF P APGVPHSHTKP YV SHRIFEKARGER.
Sbjct 121 TRDQLALRAPLGANTVLLRGPKIUREAVKHFGP APGVPHSHTKF YVRSHCRKFEKARGRR. 180

Query 700 NSRGFRV 720
NSRGFRY
Sbjct 181 NSRGFRY 187
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GACCCAATCCGTACATACGACGTACCAGATTACGCTCACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGGACCCACCGTTCCAAAGCCAGCCGTCCCCGGCCCGCCGTCGAAATCGTCGGATTCAATGGACCGCTGCTGCTCTATTTGTGTTTGTCTCTTATCTCTCTTCTTCCTGCATCTTGTTCCGTTGGACGGTCGCTTGGATCCGGTCCTCCGGTTACCTTCCGAAATCTCCAGCCGCCGCCTGGAAGCCGGCGGAGATGATTCAGTTGGGACGAGATGGGCCATCCTGATTGCAGGATCGTCTGGCTACGGGAATTACCGGCATCAGGCTGATATATGCCATGCTTACCAAATCATGAAAAATGGGGGTCTTAGAGATGAAAATATCATTGTTTTCATGTATGATGATATTGCATACAATGAGGAAAATCCTAGACAAGGAATTATAATAAACCGTCCTGATGGTGGTGATGTTTACGCTGGAGTTCCCAAGGATTATGTAGGAGATGATGTTAATGTTGACAATTTTTTCGCTGTTCTCCTTGGAGACAAAAAGGCTGTATCTGGTGGTAGTGGGAAAGTTGTTGACAGTGGACCTGATGACCATATTTTCATATTTTATTCAGACCATGGTGGCCCAGGAGTTCTAGGCATGCCTACATATCCTTACCTTTATGCGGATGATTTCATCTCTGTTTTGAAGAAAAAGCATGCCTCCAATTCCTACAAAAGCTTGGTCATCTATCTTGAGGCTTGTGAATCTGGTAGTATTTTTGAGGGTCTTCTCCCTGAAGATATAAATATATACGCAACAACAGCATCTAATGCTGTGGAGAGTAGTTGGGGAACTTATTGTCCTGGAGAAAGTCTTAGTCCACCTCCAGAATATTGGACATGTTTGGGAGACCTCTACAGCATATCTTGGATGGGAAGATAGCGACATTCATAATCTGAGGACTGAAACTCTGAAGCAGCAGTACAAACTAGTCAGACAGGACATCAGTTGATAGCTCATATAGCCAGTTCTCATGTCATGCAATATGGATCAGATGATCTCACAGAAAATGTTTTCTGTACATGGGTCAATCTAGCACGATATTCTACCTTCAATGAGGATACTTCTTCTTCATTTAACACCTAACGCA
[image: image16.png]& Download v GenPept Graphics

vacuolar-processing enzyme-like isoform X1 [Phalaenopsis equestris]
Sequence ID: XP_020587477.1 Length: 488 Number of Matches: 1

Range 1: 23 to 341 GenPept Graphics

Score Expect Method Identities Positives Gaps Frame
444 bits(1141) 2e-150 Compositional matrix adjust. 250/334(75%) 270/334(80%) 34/334(10%) +3

Query 219 DGRLDPVLRLPSEISSRRLEAGSDDSVGTRVATLIAGSSGIGNYRHQADICHATQINANG 398
+ FLDPHLRLPSETS RLEAG3DDSVGTRVATLTAGSSGTGHYRHQAD+CHATQHIENG
Sbjct 23 NARLDPTLRLPSEISGGRLEAGIDDSVGTRVATLTAGSSGIGNYRHQADVCHATQVIENG 82

Query 360 GLRDENTIVENYDDIAYWEENFRQGIIINRFDGGDVYAGVPEDYVGDDVNVDNFFAVLL: 578
GLEDENT+VFIYDDTAYNEENFRAGITINREYG D¥YAGVPEDTVGDHIVDNFFAVLLG
Sbjct 83  GLEDENIVVFIYDDIAVNEENPRQGIIINRFEGDDLYAGVPEDYVGDIVINDNFFAVLLG 142

Query 5T dkkavsgeselkvvisepddRIFIFTSDHGGRGVLGIPTYPYLTADDF ISVLIRIHASNSY 758
DEEAV GGSCKVV+SGP+DHIFIFY SDECGPGVLGNPTYPYLYADD LSVLKKKHAISY
Sbjct 143  DEEAWCGGSGKVVESGPNDHIFIFYSDHGGPGVLGIFTYFYLYADDLISVLKKKHASNSY 202

Query 780 KSLVIVLEACESGSIFEGLLPEDINITATTASNAVESSWGTYCPGESLSFFPETWICLGD 938
ESHVIT¥EACESCSIFEGLLP D IVATTASNAVESSVGTICPGES SPP EYVICLGD
Sbjct 203  KSMVIVIEACESGSTFEGLLPADTATYATTASNAVESSVGTICPGESPSPPAETWICLGD 262

Query O®  LYSISVICRHRHSHSEDHI-SEAKVQTSQTCHOL LAHIAS 1088
LYsISm ED + ATH HLE S

Sbjct 263 314

Query —STFNEDTSSSE 1163

NV 4 STF ED § 4F

Sbjct 915
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TAGGCGCCGTCCATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGGCGGGGAAGTAAATCAATACCCAAACTCCCAACTAATCAACACAGCCATGGGCTCCTCCACCTGCTCAGCAGCAGCCCTCCTCCTCCTCTCCGCGGCAGCGGTGTTGAGCCTCCTAACCACTCCCGTCTCCGCCGACGACCGTCTGAACGCAGGCCAGTCCCTTGAGGGGGGACAATCCCTCGCACAAGGCCCCTACTTGTTCACCATGCAGCAGGATTGCAACCTCGTCCTCTATGACAACAACGGGGCCATCTGGGCGACGGGGACCAACGGAAAAGCCTCCGGCTGCGTCGTCACGATGCAGACCGACGGCAACCTCGTCATTTATAGTGGCAGCAGTGTTATCTGGGCAAGCAACACCAACCGCCAGAATGATAACTACTATCTCATCCTCCAGAGAGATCGCAACGGCGTCATCTACGACAGCTCCAACAACGCTATTTGGGCGACTGGCACCAACGTCGGCAATGCTGCTGTTGTCGTCATCCCTCACAGCAACGGCACGGCGGCTGCGTCTGGCGCTGCGCAGAACAAGCTCAAGGAACTGTATCCATGAAGGCTAATATCACAGAGAGGAAGTATTCTTAATATATTTTGAATAAATTGGCGATGACAACTGTGGTGCTATTGCCTAACGCAAGCTAATTTTCCTTTTTATAACTGTGTTGTCGTAGTATGAATGATCGTATGAAATAAAGTTGCTTGTCGAATTCAAAAAAAGAAAAAGGAAAAAAAAAATGTGGCGGGCCGCCCCGCCCCTTAAAGTTTTTGTGAACAAAGGGGGGGGGCGTGGGAGAGAATTCATAATATACGAGAAAAACCCCCCGCAGGTTCCCCTCCATGTGGGGCATGGGGGGGCGCCCAATATATATAAAAAA
[image: image17.png]& Download v GenPept Graphics

mannose-specific lectin-like [Phalaenopsis equestris]
Sequence ID: XP_020574364.1 Length: 181 Number of Matches: 1

Range 1: 36 to 181 GenPept Graphics

Score Expect Method Identities Positives Gaps Frame
265 bits(676) 2e-85 Compositional matrix adjust. 129/146(88%) 136/146(93%) 0/146(0%) +1

Query 205 TTPVSDDRLNAGOSLEGGSLIQGPTLFTIGQDCHLVLYDNIGATVATGTHGEASGCYY 384
T PUSA DRLNAGQSL GGQSLAAGPTHF NQWDCNLVLYDNN A+VATGTNGEASGE ¥
Sbjct 36  TAPVSAMDRLNAGQSLGGGQSLAAGPYIFTNGKDCNLVLDNNEAVWATGTHGEASGETV 95

Query 585 THQTDGULVIYSGSSVIVASNTIRQNDNYYLILQRDRNGYITDSSNNATYATGTVGIAA 564
THQ DGLVIYSGH VIVASNTIRAN NYYLILQRDRN VIYD*SHNATVATGTIVCIA
Sbjct 96  THORDGNLVIYSGTRVIVASNTIRQGHYYLILQRDRITVIYDNSHNATVATGTHVCNAL 155

Query 565 VVVIPHSHGTAMASAMNKLKELYP 642
+TVIPESHOTAAASCAAQNEKEL TP
Sbjct 185 IVVIPHSHOTAMASCAAQNEVEELYP 181
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CATGCCAGCCATCCATACGACGTACCAGATTACGCTACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGGCGGGGGAAGGATAGAGCCATGTATCGCCAAGGCTCTCGCTTACTGATACGCGCAACCGCCGCCGCCAGAGTCCGCTCCTCGGCGGCTACCGGCAGCCGAGCCGCTTCCCAGGCTTTCTCCACCGAAGTTACGGAGGCGCCGGCGGTAGATTCGACGTTCCTTGAGGCATGGAAGAAGGCAGCCCCCAACATCGACCCCCCGAAGACTCCGTTAGCATTTATGAAGCCGCGGCCGCCAACTCCTTCCTCCATCCCCTCCAAGCTGACCGTCAACTTTGTTGTCCCTTACCAGTCCGAGATCTCCAACAAGGAGGTTGATATGGTGATTATACCTGCAACAACTGGGCAAATGGGTGTTCTGCCGGGCCATGTGGCAACCATAGCAGAACTCAAGCCTGGTCTTCTATCGGTGCACGACGGAAACGACGTCACCAAGTACTTTGTTAGCAGCGGCTTTGCATTCATCCATGCAAACTCTTACGCAGATATCGTCGCCGTGGAGGCTGTTCCCGTCGACCAAATAGATTTGAGCCTGGTTCAAAAAGGCCTAGCTCATTTCACTCAGAAGCTTAACTCCGCCGGCACCGACCTGGAAAAGGCAGAAGCTCAAGTTGGAGTCGATGTACACAGCGCACTCAATGCCGCACTTACTGGCTGAAACCAGACTCTCTTCTTTGAACGAGAATCCAAATGGATTCAATTGAGAGTGCCCGTAGAATTGGAATAATTTGATCCTGAATTTGAAATGTTTATTTCATGTTATTGGTTACAAATTTGCTTCGTGTTTGTGTATCATCAAAAAACAAAATTTTATTTTCAATACGTTCTGAGAGCTAAATGTCTACTATGAACGGCTGTATAATACTGGCACAGTCTGGCACTCTGAATCCTTTCAGTATTCAGTCTTATTTGTGAAGCCGAGGACACTACTACTACTTAAACTCCTTGTCCGGTGGCTTAGGCTTTAAGAGGCTCTCTTGGAACAAGTGGGGCTGCCAATGATCCGAAATACTGAAACCCGGAAGTTCACTTCACACTGTGACTGGGGGGAACC
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ATP synthase subunit delta’, mitochondrial [Phalaenopsis equestris]
(P_020577578.1 Length:212 Number of Matches: 1

Sequence ID:

Range 1: 1 to 212 GenPept Gray

Score Expect Method Identities Positives Gaps Frame
359 bits(921) 3e-121 Compositional matrix adjust. 191/212(30%) 202/212(95%) 0/212(0%) +2

Query 110 NYRQGSRLLIratasarvrssaatesrassqoFSTEVIEAPAVDSTFLEAVERAGPNIDP 289
IRQGSRLLYRATAAL +RS*A G AASQAFSTEY EAPADS+FLEAVKEAAPITDP
Sbjct 1 MYRQGSRLLNRATAAAGTRSAMNPGIPAASQFSTEVAEAPATDSSFLEAVKAPNTDP 60

Query 290 PKTPLAFMRPRPPTPSSIPSKLTVNFYVPTQSEISNKEVDIVIIPATTOMNGVLEGHVAT 465
PRTPLAFIKPRPPTPS3TPSKLTHIFV+PTQSETSIREVDI TTPATTOUGYLPGHVAT
Sbjct 61 PKTPLAFIKPRPPTPSSTPSKLTLNFVLPYQSEISNKEVDIATIPATTGUIGVLPGHVAT 120

Query 470 TAELKPGLLSVHDGUDVTKYFVSSGFAFTHANSYADIVAVEAVPVDQIDLSLVQKGLARE 649
TAELKPGHL SVH+GIDVTKTFVSSGRAF THANSTADTVAVEAVP+DQID SLVQKGLY F
Sbjct 121 TAELKPGVLSVENGHDVTKYFVSSGFAFTHANSTADIVAVEAVPLDQIDSSLVQHGLSEF 150

Query 6% TQRLNSAGTDLEKMEAQVGVDVESALNAALTG 745
TQRLNSA TDLEEAEAQUGVDVESALNAALTG
Sbjct 181 TQRLNSAVIDLEKAEAQVGVDVHSALWAMLTG 212
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GGCCCCATCCGTACATACGACGTACCAGATTACGCTCACAAGTTTGTACAAAAAACCAAGCAGTGGTATCAACGCAGAGTGGCCATTATGGCCGGGCTCCGCTACGGACTTCGATCTCTCGCTTCTTCGTTCTGATTTTCTCCATGGTTGCTTGCTTTGATCTTAGTCCCTCATTTCTATAGCAATCAGCTGGAGAAAGCGATGGTATTTACTTTGTTCTAGAGTAGAATCGCCGGTCATTGGTGAAACCCTAGTAGGAACCTACTTTCTCTCTAAAATTCGGCTTGCAGGTTGTGAGAATGTCGACTCCTTCAAGGAAGAGATTGATGAGGGACTTCAAACGATTGCAACAAGACCCACCTGCTGGCATCAGTGGCGCCCCTCATGATAATAATATTATGCTCTGGAATGCGGTCATATTTGGCCCAGATGACACCCCTTGGGATGGAGGTACGTTCAAGTTGACACTTCAATTTACTGAGGATTATCCAAATAAGCCACCAACTGTGCGGTTTGTTTCACGAATGTTCCATCCAAATATTTATGCAGATGGAAGTATTTGTCTGGATATTCTGCAGAATCAGTGGAGCCCAATATATGATGTAGCAGCAATTCTTACATCAATCCAGTCATTGCTGTGTGATCCAAACCCCAACTCACCTGCAAACTCAGAAGCTGCTCGGATGTTCAGTGAGAACAAGAGGGAGTACAACAGGCGAGTGAGGGAGATTGTCGAGCAAAGCTGGACAGCAGATTGAACAAACTATCACTAAATAAAACAAGAAGAAGAAGAAAAGAAGAAAATGGTTTGGTGCTTCTTCTTCCCTCTCATCATTCCCATCTAAAAAAAAAGAACTCTTAGGTTTTATTTGCTGAATGAAATGATTGAACCTTTTGAAATATTATGTACTCCACAAGAAACTGCTACCTCCTGTACTGTATATTGGCTTGATCGGAAAGATAAAGAAGAAACCCTGTGCGCGGCCCGCCCTCGCGCCCTCTCATAAGAGGTCTCTTGGTACCAAGTGGGTGGGCGTGGCGAGGTGTGAATTCTGTAAATATTCTTGAAAACTCGGAGGTTCACTCTCCACTGTGCACTGGTGGGCCACACACTACTAT
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ubiquitin-conjugating enzyme E2 2 [Phalaenopsis equestris]
Sequence ID: XP_020572541.1 Length: 152 Number of Matches: 1

Range 1: 1 to 152 GenPept Graphics

Score Expect Method Identities Positives Gaps Frame
318 bits(815) 2e-106 Compositional matrix adjust. 152/152(100%) 152/152(100%) 0/152(0%) +3

Query 500 NSTPSRERLMRDFERLQQDPPAGISGAPHDNNINLVIAYIFGPDDTPVDGGTFELTLOFT = 479
ST SEERLIRDFERL QQDPP 4GT SCAPFDNNTIL VAV TFGPDDTPWDGGTFEL TLGFT
Sbjct 1 MSTPSEKRLNRDFKRLQQDPPAGISGAPHDNNILVNAVIFGPDDTPWDGGTFELTLGFT 60

Query 480 EDYPNKPPTVRFVSRNFHPNITADGSICLDILQNQUSPIYDVAATLTSIQSLLCDPIENS 650
EDYPNRPPTVRFYSRUFHPNIYADGS ICLDTLQNQYSPTYDVAATLTS IQSLLCDPUENS
Sbjct 61  EDYPNRPPTVRFVSRIFHPNIYADGSICLDILQNQUSPTYDVAATLTSIOSLLCDPNENS 120

Query 660 PANSEMARNFSENIRETNRRVREIVEQSVTAD 755
PANSE AURIF SENIRE TNERVEETVEQSHTAD
Sbjct 121 PANSEARRNFSENKREYNRRVREIVEQSWTAD 152




