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NTDB id 1426 RS RS05575 WP 011001070.1 MRALLIGFVAGCMALQTRPALAPVWQPALLGLACLLAMALLRRGARLPRLVPVMAVLAAACAGFGWSDWRAQQRLSVVLA 80
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 MRTGMMALALGLLTLRFLPVLPPVWFWLSLPVAALMLLPFRT............YPLAFFLFGFSWACANAHWALDDRLP 68
NTDB id 1199 PSJM300 12650 AFN78592.1 MRAGMLALAAGLLLLRFLPQLPSFGWLLALAPVGLLLLPFRW............RPLAFFLFGLVWACLNAQWALDDRLP 68
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NTDB id 1426 RS RS05575 WP 011001070.1 PAWEGKDIRATGVVAELPEVTEDATRFLFR.IESSDAGDAVPPRVRLSWYGLRSWHERQREAEAATDRRAGIPDLQPGQR 159
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 INLDGETRWVEGRVVGLPQNGEAVVRFELADARSRREHEKVPTLLRLAWYGG....................PPVNSGEH 128
NTDB id 1199 PSJM300 12650 AFN78592.1 VDLDGRTFWLEGQVTGLPDRRGDVVRFELEDIHSR..HAGLPSRIRLAWYGG....................PEIRSGER 126
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NTDB id 1426 RS RS05575 WP 011001070.1 WQLTLRLKRPHSLMNPGGFDGEYAMLADDVRAAGYVYTGKRARNALMGEADAGSGVGLRVERWRAAVRRHLLAALPEARY 239
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 WRLAVKLKRPAGLLNPHAFDYDAWLLAKRIGATGTVKDGVRLQET..............RWAWRDSIRQRLQAVDAQ.GR 193
NTDB id 1199 PSJM300 12650 AFN78592.1 WRLAARLKRPSGMVNPSAFDYEAWLLARRIGATGTIKAGERIAEAA............SSGAWRDRLRQRLLTVEAH.GR 193
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NTDB id 1426 RS RS05575 WP 011001070.1 APVIVALVVGDQSGIAQADWERFRRTGISHLVSISGLHITMIAGLFGALWMALWRRSFGLARWLRTPLPLRMPAQRAGAV 319
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 TGALTALVLGDGAGLSREDWQVLQDTGTVHLLVISGQHIGLLAGLVYVLIAG.......LARYGLW..PARLPWLPWACG 264
NTDB id 1199 PSJM300 12650 AFN78592.1 AGAIAALVVGDGSGLSTADWRVLQDTGTVHLMVISGQHVGMLAGLLYAVVLL.......LARWGIW..PQRLPWLPWACG 264
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NTDB id 1426 RS RS05575 WP 011001070.1 AAMAAAFAYCLLAGMGVPAQRTLLMLATVAVARLADRSVPVSLSLCWAAALVALVDPWAVMSAGGWLSFGAVAVIFLAAR 399
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 LAFAAALGYGLLAGFDVPVRRACVMIGLVLLWRLRFRHLGAWWPLLLALNGVLLLDPLASLQPGFWLSFAAVAVLIFIFG 344
NTDB id 1199 PSJM300 12650 AFN78592.1 LAFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVDPLASLQPGFWLSFVAVALLIWIFR 344
consensus *!*!*!**!**!!!**!!**!***!***!***!!**!*******!**!* *!***!!*!****!*!!!!*!!!*******

logo

I
G
VAADARDD

R
V
L
RRPAWPVR

G
A
P
V

P
W
S
R
G
W
L
W
H
R
G
A
A
L
W

A
L
T

Y
R
V
AQLWLAI

M
V

T
A
F
I
LGLGLPAILLMTLLVLFGQLQP I

VSVLVSSGAPVLVANALLAI
VPVWVI SFLVLVTVLTVPPLALMLGSTAFLLLWPEIV

NTDB id 1426 RS RS05575 WP 011001070.1 IVAADARDDVRRPAWPVRAWRGLRGAARVQLAVTFGLLPLTLLLFQQVSVVSAVANALAIPVVSFVTTPLALMGTA.LPE 478
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 G.......RL.......GPWRWWHAWTRAQWLIAIGLGPILLVLGLPISLSGPLVNLLAVPWISLVVLPPALLGTLLLPI 410
NTDB id 1199 PSJM300 12650 AFN78592.1 G.......RL.......GVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPLALLGSFLLWV 410
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NTDB id 1426 RS RS05575 WP 011001070.1 PWSQPVLIWAEASFAWLMPWLDALALPGGSVWVAPAAPAWAWGLAVVGVPLLLVPGGYRAWAWRAQGAVLLLPMLLARAP 558
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 PYVGEGLLWLAGGLIDLLFRGLALMAGRFPAWVPAAVPWWIGALGALGALLLLMPRGVP...LRLPGWPLLLLLVFPPRQ 487
NTDB id 1199 PSJM300 12650 AFN78592.1 PWLGEALLWLAGGLLAVLFELLALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVP...LRVLGTLLLAPLLFAPDS 487
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NTDB id 1426 RS RS05575 WP 011001070.1 APPPGEFRMVAFDIGQGAATLVETAGHRLLFDTGPRQGDLADAADRVIVPYLRGHGVQAIDTLVVSHEDSDHAGGTETVM 638
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 LLPEGTAEIWQLDVGQGLAILVRTRHHTLLYDAGPRFGDN.DLGERVVLPTLRKLGVSALDLMLISHAHADHAGGAQAVA 566
NTDB id 1199 PSJM300 12650 AFN78592.1 RPEQGRAEVWVFDVGQGLSVLVRTRDHALLYDAGPRYGDF.DIGERVVFPSLRQLGLERLDLMMLSHADSDHAGGALAIQ 566
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NTDB id 1426 RS RS05575 WP 011001070.1 AGVPVRTMLASLPPGHGLERQARALGIEPAGCVAGQRWAWDGVAFEILYPVQVPSDRAAVSSNARSCVLRIANARYAAML 718
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 KGLPVKRVLSGEPLEL.......PVALQAEACESGRQWTWDGVQFSLWQW......AAARESNPKSCVLQIEANGERLLL 633
NTDB id 1199 PSJM300 12650 AFN78592.1 RAMPVGAVLSGEPERL.......PAALDARSCRTGQRWTWNQVNFSVWRW......PQATNGNQASCVLMVEAAGERLLL 633
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NTDB id 1426 RS RS05575 WP 011001070.1 AGDIGRAQEAALIAAEAPERLMADILLVPHHGSRTSSSGAFLDAVSAQVAVFQVGYRNRYGHPHPQVWQRYGARGIERLR 798
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 TGDIDTAAERALLD..SPLAVTTDWLQSPHHGSRSSSSPALLAALQPAAALISRGQGNAFGHPHPTVIARYRQRGMAIHD 711
NTDB id 1199 PSJM300 12650 AFN78592.1 TGDIDAQAERALVD..GGMEVNARWLLAPHHGSNSSSSAVFLAAVAADGALISRSSHNAFGHPHPAVLKRLQNAGAELHD 711
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NTDB id 1426 RS RS05575 WP 011001070.1 TDATGAVVIETRGDALAVRTARSMRPRYWSSALEVAALAETTEPTGAQP 847
NTDB id 332997 ELQ88 RS09365 WP 138964712.1 SAEQGAIRLQLGQFK..PAWTMREERRFWRPAP................ 742
NTDB id 1199 PSJM300 12650 AFN78592.1 TAEHGALSLQLGAFG..GARRMRDEPRFWREK................. 741
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