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Figure 1

CLUSTAL ¢{1.2.4) multiple seguence alignment

ctg9-2-a MEISVETISREMIKPSTPTPNHLEHYHFSYLDQTAPPLYMSLLYFYHLDDHKLVSNNNHL 60
ctg9-1-c MEIDVETISREMIKPSTPTPNHLRHYQFSHLDQIGPPFYISLLYFYHLDDDELVSNNRHL 60
ctgi-1-a MKIDVETISREMIKPSTPTPNHLEHYQFSHLDQIGPPFYISLLYFYHLDDDELVSNNRHL €0

KA KEXEXIAXEX XA ETX AT AAALA I A A s Rk X ek kk FhededkAhhhdhdddh FIxhddd %%

ctgh-2-a FINSLESSLENVLTKYYPLAGRVENNYVDCNDEGVVESGAKVSCLLSEIINE--LPSEFN 118
ctgg-1-c FSDSLKSSLESNVLTEYY PLAGRIKNNY VDCHNDEGVEFSEAKVSCQLSETI INEPEFPSEFK 120
ctgg-1-a FSDSLESSLENVLTKYY PLAGRIKNNYVDCHDEGVEFSERKVSCQLSEIINEPEFPSEFK 120
F o KKAEKKKARAAKNRE KL HL s AR FERIRKERTT Ak KAAHH FAXILEE 2 *FFF
ctg8-2-a KLHPFDOEKDVVSINGLPIATQVNMENCGSVAIAVMI FHKIADAASLITFTENWARAARG 178
ctgé-l-c KLLPFDQEKDVVSFDSLATATOVNMENCGNVAVAVMI SHKIADGSSLETFTENWARARRG 180
ctgb-1-a KLLPFDQEKDVVSFDSLATIAIQVNMFNCGNVAVAVMI SHKIADGSSLSTFTKNWARARRG 180

ka4 "kk'k‘x*kt##‘k::"t :Q"A?:k*t‘k'k'k:t‘k*lir*:k‘k*'ﬁr t’ki{*ik.:*?k HEEERAT AL LR

ctgh-2-a GSGNVEPEFVAARLFPPODAGGSSGVESVDPEPKKIVLEKFLFEGPKITELRDEYGLDNGI 238
ctgi-1-c ESENVEPEFVAARLFPPEDAGGGSGTSFDPRPEKVVLEEFLFEGSKITALRDEYGFDNRI 240
ctgs-1-a ESENVEPERVALRLFPPEDAGGGSGTSFDPRPEEVVLEEFLFEGSKITALRDEYGFDNRET 240

FokFEIAEE R AT AL K AR hF ok AAAAAK o AXANEAAAL AAEAAL AT AL kA K

ctg9-2-a YPTEVEALSAFIWSRLAASTRIKISPERPYMLVHLVNLRKEMEPPLPDDSFGNIIGAAVT 298
ctg9-1-c YPTREVEALSAFLWSRLAASNRIEVSSERPCMLIHAVNLRERVEPQLPADSFGNLEFAFAVT 300
ctgi-1-a YPTEVEALSAFLWSRLAASNRIKVSSERPCMLIHAVNLRKRVEPQLEPADSFGNLEFAFAVT 300
EAEEREEKRKEE cRERHERE KAT ok KKK Fkok FEKXKE K% FF EAFHK 2 | KEF
ctg9-2-a VLEENDDDDRMVNKFRDAICKVDEDY LKVMKLEHSELTDLVITNGEIVDRGELGYCFFSS 358
ctgd-1-c VLDEND-DDGMVNKFRDAISKIDEDYLKAKKVEHSELIDLGITNGEKFGGGELGYCIISS 359
ctgh-1-a VLDEND-DDGMVNKFRDAISKIDEDYLEAKEVEHSELIDLGITNGEEFGGGELGYCIISS 359
Ik akhEkK KK KXKKKXKAKG Kahkkxkk  KekkhEEk Kk KhkEE | KKEKLK e 2k K
ctgh-2-a LCEFEPVYELDFGLGKPMWVAWGRLPYKNIIHLIDTESGDGIEAWIHLEEEVMAKFGNDQE 418
ctgh-1-c LCKFPVYEADFGLGEPTWVAWGCFPYENVIHFIDAESGDGIEVWVHLEKEVMAKFENDQE 419
ctgs-1-a LCEFEPVYELDFWLGKPTWVAWGCEFPYRENVIHFIDAKSGDGIEVWVHLEKEVMAKFENDQE 419

FEEXTHE AT XAEEALX THEXLX AFAEFH s AT AR s AT s H K o FHAAFEAE Fsodh bk hodddddd Fhdx

ctg9-2-a LLAYVSP 425
ctgl-1-c LLAYVST 426
ctg9-i-a LLAYVST 426
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Figure 2

>AATS-1-c

ATGAAAATCGATGTTGAAACAATCTCTAGAGAAATGATCAAACCATCAACTCCTACCCCAAACCACCTTCGCCA
TTACCAATTTTCCCATCTTGATCAAATTGGTCCACCATTTTATATTTCTTTACTATACTTCTATCATCTTGATGATG
ACAAACTTGTTAGCAACAACCGCCACCTATTTAGCGACTCTCTTAAATCATCATTGTCCAATGTGCTAACCAAGT
ACTATCCTTTAGCCGGACGCATCAAGAACAACTACGTAGATTGCAATGATGAGGGAGTCTTTTTCTCGGAGGCT
AAAGTCAGTTGCCAACTTTCCGAAATCATCAATGAACCTGAATTTCCAAGCGAGTTCAAAAAACTTCTCCCATIT
GATCAGGAAAAAGATGTTGTTAGTTTCGATAGTTTAGCCATTGCTATTCAGGTTAACATGTTCAACTGTGGCAA
TGTAGCTGTTGCTGTGATGATTTCTCACAAGATAGCAGATGGTTCGTCTTTGAGCACGTTTACCAAAAACTGGG
CTGCTGCTGCTCGTGGCGAGAGTGAAAATGTTTTTCCGGAGTTTGTGGCCGCCAGGCTCTTTCCCCCCGAGGAT
GCAGGAGGCGGCTCCGGAACGAGTTTCGATCCTAGGCCAAAGAAAGTTGTGTTGAAGAAATTTICTATTTIGAG
GGGTCTAAGATAACTGCTCTTAGAGACAAATATGGGTTCGACAACAGGATATATCCAACCCGTGTTGAGGCAT
TGTCAGCTTTTTITATGGAGTCGTCTTGCTGCTTCTAACCGTATCAAGGTTAGTTCTGAAAGACCTTGTATGCTGA
TCCATGCAGTGAATTTGCGTAAGAGGGTGGAACCACAGCTGCCAGCCGATTCCTTTGGGAATCTCTTTIGCATTT
GCTGTGACAGTTTTAGATGAAAATGATGATGATGGAATGGTAAACAAGTTCAGAGACGCTATAAGCAAAATA
GACAAGGACTATCTGAAAGCAAAGAAGGTCGAACACTCAGAACTCATAGACTTGGGCATAACGAATGGTGAA
AAATTTGGCGGAGGAGAATTGGGTTATTGCATCATCTCAAGTTTATGTAAGTTTCCTGTTTATGAAGCAGACTT
TGGGTTGGGGAAGCCTACTTGGGTTGCTTGGGGTTGTTTTCCTTATAAGAACGTAATTCATTTCATTGACGCCA
AATCTGGAGATGGAATTGAGGTATGGGTTCACTTGGAGAAAGAAGTTATGGCCAAATTCGAAAATGACCAGG
AACTACTTGCTTATGTTTCCACTTAG

>AAT9-1-c

MKIDVETISREMIKPSTPTPNHLRHYQFSHLDQIGPPFYISLLYFYHLDDDKLVSNNRHLFSDSLKSSLSNVLTKYYPLA
GRIKNNYVDCNDEGVFFSEAKVSCQLSEIINEPEFPSEFKKLLPFDQEKDVVSFDSLAIAIQVNMFNCGNVAVAVMIS
HKIADGSSLSTFTKNWAAAARGESENVFPEFVAARLFPPEDAGGGSGTSFDPRPKKVVLKKFLFEGSKITALRDKYGF
DNRIYPTRVEALSAFLWSRLAASNRIKVSSERPCMLIHAVNLRKRVEPQLPADSFGNLFAFAVTVLDENDDDGMVN
KFRDAISKIDKDYLKAKKVEHSELIDLGITNGEKFGGGELGYCISSLCKFPVYEADFGLGKPTWVAWGCFPYKNVIHFI
DAKSGDGIEVWVHLEKEVMAKFENDQELLAYVST
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Figure 4

# Program: needle

# Rundate: Tue 15 Dec 2020 12:32:04

# Commandline: needle

-nobrief

—asequence /data/html-server/tmp/gap/10056
-bsequence /data/html-server/tmp/gap/l1461
-stdout

—auto

# Align format: srspair

# Repoxg_file: stdout

#HEH AR EF AR R R R

e s e e e

#
#
# Aligned sequences: 2
# 1: 10056
# 2: 1461
# Matrix: EBLOSUMG62
# Gap penalty: 10.0
# Extend penalty: 0.5
#
# Length: 457
# Identity: 155/457 (33.9%)
# Similarity: 240/457 (52.5%)
# Gaps: 49/457 (10.7%)
# Score: 666.5
# Longest Identity = 37.99%
# Longest Similarity = 58.82%
# Shortest Identity = 35.31%
# Shortest Similarity = 54.67%
#
#
10056 1 MEIETRVISTEIIKPSSPTPKFLONHRLSFLDQIAPPIFMPVVYFY--ES
43

N R R R RS AR R N R O B - B
1461 1 MEIE--ILSKQSIKPSSLTPSQLRDFKLSFIDERIPPFYIPLILYYTFDE
43
10056 49 NTKFPNSQQSNHLKNSLSQVLTKFYPLAGRLVGNLYVDCDDGGVPEVERE
98

D 0 T I PN I I D R O T T N R O ) PR O
1461 49 QTNVNQSEMSDRLKTSLADALAKFYPLAGRMKGQISVDCNDQGVLCTEAT
98
10056 99 ANFDLSQIITNPMPRNMSKFLPYNESHDFC-—————— MAVOATYFRCGGVA
142

[N R P I I R S IR -
1461 59 ANANVLDIVSSPDPLVLDEKLIPY-VTNGFVSSAQEQLATQITSFNCGGIS
147
10056 143 VGLLVSHKIADALSFFLFANFWSAVARSGEGGGGQPPKFDVATYFPPRDI
192

HI ISP i I I I N A S P 2 7 I I S I I N
1461 148 IGICFSHRIADASTLSSFIKYWAATA-CRDRISAVSPVFNSATLFPPRNT

1596
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10056 1%3 s5GY——— EPSTGIMKEEITTRIFTEFSDEKIAVLREKYAATGEGGDGDLP
237

P T N T T I D I R R R
1461 197 PDFTPNPTSPSVRPLAPNIVIKRFLFESSQSINAMKLEVSENSR——————
239
106056 238 QRRPTRVEALSAFIWTRFINSTGVESDPNEIYTVMHAVNLRTRTDPPLTE
287

PR N - I R I A I S R I SR e S e
1461 240 ILNPTRVEVVTALIWNRCVVAKGIERSNRSV--AYHTLNLRGKI-PALSE
286
10056 ZB8 YHFGNISRLATIANPDVGESGVTDGGVELMORVREATIKAVDGAYVADLEEG
337

P A | R T - I R | | .
1461 287 RSFGNLFQMIKV-———- ESEAETTWILLVEKLRSAFEGEFD---VKEKQLLG
328
10056 338 EKHLSLMREKMAQANK----GELVSFSFTSLCRFPLYDADFGWGKPVWVG
383

[N S I IS R N I N R RN RN R
1461 329 EKGFENAKENFMEISQLLRAGNVEVFRESSYCRLAVYEADFGWGKPVWVS
378
10056 384 SAGFAYKNLVTFMDT-RDGDGIEAWIHSRREDMEKFEVDLELQDFLSHDK
432

e N Y R E TS B B B ) e RTINS B O O
1461 379 NSCYRNENCVFLFDEVGSRGGIEAWIVMSERDMERLEQDLEFERFASF——
426
10056 433 SSLISLV 439
1461 426 ——————— 426

Figure 4 (cont.)
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Figure 5

CLUSTAL ©(1.2.4) multiple sequence alignment

B 0

AAT9~1~c
10068 B
1461 KIS Ligs0on
Consensus M IE & i8 E IKPS ?TP LR

120 130
AAT9-1~c

By LAGRIES: W VDO D {CEA LEER I NEREFIISEFK
10056 Yp L ACRR ney EVELEANFDLAUNI TS . NERNY
1461 BRI K YPLAGRIS qx VDI LOTE I TANANVLDHVESE. DIFLVLD
Consensus P P

AATS~1~c
10056
1461

Consensus AIQ T THCGGVAVG SHKIADASSLS T K wia‘an GE

210
ARTO~1~c SGgéFﬂ?RPKSWﬁLK

100686 YEPHTGIMKEEITT
1461 VRPLAPNLYL

CVVAKKXE&%
Consensus PE P v

VTLL] B
FTH?E&L&&FIV R & GIK 8

3{5 Er
ARTG~1~c SERPCMLIEAY "'kF&VTVLﬁEHD&
10056 PRETYTVM ﬁw
1461 HES . VAYEITL

Consensus HhVNLﬂ E

L E SBGNL? A

AAT9-1-¢
10056
1461
Consensus

OF YRN F'a

AG. ] : 5]
AG GEL F FSSLC&FFV?%A&%?HG%PVHV
AATG~1~c
100886

T s

KﬁﬁgﬁtiSLV
1461 G WER BEF. ..
Consensus GDEEE&WIE EDMEKFE DLEL F §

l non-conserved
B >50Y% conserved
i all match
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Figure 6

SUBSTITUTE SHEET (RULE 26)



