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NTDB id 1142315 DQN71 RS05190 WP 015604895.1 ..MIKILLVEDDLGLSNSV.FDFLDDFADVMQVFDGEEGLYEAESGVYDLILLDLMLPEKDGFQVLKELREKGVTTPVLI 77
NTDB id 258 KZH43 RS03475 WP 000590640.1 ..MIKILLVEDDLGLSNSV.FDFLDDFADVMQVFDGEEGLYEAESGVYDLILLDLMLPEKNGFQVLKELREKGITTPVLI 77
NTDB id 217 SPD RS03775 WP 000590640.1 ..MIKILLVEDDLGLSNSV.FDFLDDFADVMQVFDGEEGLYEAESGVYDLILLDLMLPEKNGFQVLKELREKGITTPVLI 77
NTDB id 183 SPR RS03560 WP 000590640.1 ..MIKILLVEDDLGLSNSV.FDFLDDFADVMQVFDGEEGLYEAESGVYDLILLDLMLPEKNGFQVLKELREKGITTPVLI 77
NTDB id 147 SP RS03905 WP 000590640.1 ..MIKILLVEDDLGLSNSV.FDFLDDFADVMQVFDGEEGLYEAESGVYDLILLDLMLPEKNGFQVLKELREKGITTPVLI 77
NTDB id 362 SMU RS05200 WP 002262214.1 ..MIKLLLVEDDLSLSNSI.FDFLDDFADVMQVFDGEEGLYEAESGVYDLILLDLMLPEKNGFQVLKELREKGITTPVLI 77
NTDB id 374 SMU RS06885 WP 002262930.1 ..MKKILIVDDEKPISDIIKFNLAKEGYDTITAFDGREALSKYEEENPDLIILDLMLPELDGLEVAKEVRKN.SHVPIIM 77
NTDB id 606 V4T04 RS01910 WP 003130756.1 MTSKKILIIEDEKNLARFVSLELEHEGYATEIKDNGRSGLEEATSKDYDLILLDLMLPELDGFEVARRLRKE.KDTPIIM 79
NTDB id 471 HSISS4 RS01430 WP 002883757.1 .MSKRILIVEDEKNLARFVSLELQHEGYDVVTADNGREGLEMALEKDFDLILLDLMLPEMDGFEVTRRLQQE.KDTYIMM 78
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NTDB id 1142315 DQN71 RS05190 WP 015604895.1 MTAKESIDDKGHGFELGADDYLTKPFYLEELKMRIQALLKRSGKFNE.....NT.....LSYGDVAVNLSTNSTLVDGKE 147
NTDB id 258 KZH43 RS03475 WP 000590640.1 MTAKESLDDKGHGFELGADDYLTKPFYLEELKMRIQALLKRSGKFNE.....NT.....LTYGNIVVNLSTNTVKVEDTP 147
NTDB id 217 SPD RS03775 WP 000590640.1 MTAKESLDDKGHGFELGADDYLTKPFYLEELKMRIQALLKRSGKFNE.....NT.....LTYGNIVVNLSTNTVKVEDTP 147
NTDB id 183 SPR RS03560 WP 000590640.1 MTAKESLDDKGHGFELGADDYLTKPFYLEELKMRIQALLKRSGKFNE.....NT.....LTYGNIVVNLSTNTVKVEDTP 147
NTDB id 147 SP RS03905 WP 000590640.1 MTAKESLDDKGHGFELGADDYLTKPFYLEELKMRIQALLKRSGKFNE.....NT.....LTYGNIVVNLSTNTVKVEDTP 147
NTDB id 362 SMU RS05200 WP 002262214.1 MTAKEGLDDKGHGFELGADDYLTKPFYLEELKMRIQALLKRSGKFNE.....NN.....LTYGELTVDTATNTTMVNGKE 147
NTDB id 374 SMU RS06885 WP 002262930.1 LSAKDSEFDKVIGLEIGADDYVTKPFSNRELLARVKAHLRRTENIESAVAEENASGIPEIIIGDLQILPDAFVAKKRGTE 157
NTDB id 606 V4T04 RS01910 WP 003130756.1 MTARDSTMDRVAGLDIGADDYITKPFAIEELLARVRAFFRREEHGHAV.ERAENTSFRDLV.....IDKTNRTVHRGKKV 153
NTDB id 471 HSISS4 RS01430 WP 002883757.1 MTARDSIMDIVAGLDRGADDYIVKPFAIEELLARIRATFRRQDIEAAKNAPAKASTYRDLK.....LDVQNRTVVRGDEA 153
consensus **!*****!***!***!!!!!**!!!***!!**!**!***!****** ** **** * *************

logo

I
V
D
P
ELTLHKRGRKEYFEDLLHLNVHTYLFAMLSTQHNMTVQGNDQVVIVMLTPRKSETEHQLIVLFELSDTQRI

V
LWKGYFEDDEYSAFGDGITDETVTIRNSTVVDEVTYI

V
R
S
R
Y
K
I
L
VREGNKKI

L
E
D
K
D
G
V
T
E
P
A
S
G
T
K
Q
R
F
D
E
G
P
A
K
N
S
E
Y
N
I
L
L

QTRVLRGSLMVGYYIVL IMLRKNSEDKRYAVDEKNQ
NTDB id 1142315 DQN71 RS05190 WP 015604895.1 VELLGKEFDLLVYFLQNQNVILPKTQIFDRLWGFDSDTTISVVEVYVSKIRKKLKGT.AFANNLQTLRSVGYILKNAE 224
NTDB id 258 KZH43 RS03475 WP 000590640.1 VELLGKEFDLLVYFLQNQNVILPKTQIFDRLWGFDSDTTISVVEVYVSKVRKKLKGT.TFAENLQTLRSVGYLLKDVQ 224
NTDB id 217 SPD RS03775 WP 000590640.1 VELLGKEFDLLVYFLQNQNVILPKTQIFDRLWGFDSDTTISVVEVYVSKVRKKLKGT.TFAENLQTLRSVGYLLKDVQ 224
NTDB id 183 SPR RS03560 WP 000590640.1 VELLGKEFDLLVYFLQNQNVILPKTQIFDRLWGFDSDTTISVVEVYVSKVRKKLKGT.TFAENLQTLRSVGYLLKDVQ 224
NTDB id 147 SP RS03905 WP 000590640.1 VELLGKEFDLLVYFLQNQNVILPKTQIFDRLWGFDSDTTISVVEVYVSKVRKKLKGT.TFAENLQTLRSVGYLLKDVQ 224
NTDB id 362 SMU RS05200 WP 002262214.1 VELLGKEFDLLVYFLQNQNVILPKSQIFDRIWGFDSDTTISVVEVYVSKIRKKLKDT.TFGKNLQTLRSVGYILKDAN 224
NTDB id 374 SMU RS06885 WP 002262930.1 VELTHREFELLHHLATHTGQVMTREHLLETVWGYDYFGDVRTVDVTVRRLREKIEDTPSRPEYILTRRGVGYYMKSYD 235
NTDB id 606 V4T04 RS01910 WP 003130756.1 IDLTRREYDLLLTLMQNVGDVVTREHLVSQVWGYEEGTETNVVDVYIRYLRNKID.VEGQDSYIQTVRGLGYVMRERK 230
NTDB id 471 HSISS4 RS01430 WP 002883757.1 IPLTKREFDLLNTLLSNMNQVMTREELLLQVWKYDDAIETNVVDVYIRYLRGKID.VPGKESYIQTVRGMGYVIREK. 229
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