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NTDB id 275798 C2E19 RS21825 WP 129395041.1 ALAAALGYGLLAGFDVPVQRACVMVALVLLWRLRFRHLGAWWPLLLAFNAVLLFDPLASLRPGFWLSFAAVAVLIFTFGA 343
NTDB id 1199 PSJM300 12650 AFN78592.1 AFAGALGYGWLAGFEVPVRRACLMVAIVLLWRLRFRHLGVWLPLLIALVGVLMVDPLASLQPGFWLSFVAVALLIWIFRG 345
consensus !*!*!**!**!!!**!!**!***!*!*!***!!**!*******!**! *!***!!*!** *!*!!!!*!!!**** ***

logo

V
R
AADARDDVRRPAWPV

L
R
G
V
A
P
W
S
R
G
W
L
W
Q
R
A
G
T

A
L
W

A
L
T

Y
R
V
AQLWLAI

M
V

T
A
F
I
LGLCLPALVLMTLALVLFGNQLQP I

VSLVVSSGAPVLANALFLAI
VPVWI

VSFLVLVTVLTVPPLALMLGSTAFLLLWPEVP
NTDB id 1426 RS RS05575 WP 011001070.1 VAADARDDVRRPAWPVRAWRGLRGAARVQLAVTFGLLPLTLLLFQQVSVVSAVANALAIPVVSFVTTPLALMGTA.LPEP 479
NTDB id 275798 C2E19 RS21825 WP 129395041.1 R..............LGAWRWWQTWTRAQWLIAIGLCPVLLALNLPISVSGPLANLFAVPWVSLVVLPPALLGTLLLPVP 409
NTDB id 1199 PSJM300 12650 AFN78592.1 R..............LGVPSWWRALLYAQWAMALGLLPAMLVLGLPVSLSGPLANLLAVPWISVLVVPLALLGSFLLWVP 411
consensus * ********* **!*****!!*!**!*! ***!*****!!**!*!**!****!*!!*!* *!**!



logo

Y
W
L
S
V

Q
G
P
E
A
G
VL ILWALEAAGSGFLLVDAVWLMFEPRGLWLDAVLAI LAPGGQWGQWSPVAWI

L
V

G
A
S
P
S
A
A
LPALVWVAWAGSLAGVASVVLGATVPLVLLLVLPAGRGYVRPAWALM

WRAVQLGATWLPVLLAL IPMLLFLMPARPADREPS
NTDB id 1426 RS RS05575 WP 011001070.1 WSQPVLIWAEASF.AWLMPWLDALALPGGSVWVAPAAPAWAWGLAVVGVPLLLVPGGYRAWAWRAQGAVLLLPMLLARAP 558
NTDB id 275798 C2E19 RS21825 WP 129395041.1 YVGEGLLWLAGGLVDWLFRGL.AVIAGQWPAWIGPSLPVWVWALGSLGALLLLLPRGVP...MRVLGWPLLLILLMPPRE 485
NTDB id 1199 PSJM300 12650 AFN78592.1 WLGEALLWLAGGLLAVLFELL.ALIAGWQPAWLASALPLWAWSLVALGTLVLLLPAGVP...LRVLGTLLLAPLLFAPDS 487
consensus *****!*!********!* ! !**** **!*****!*!*!*!* *! **!!*!*!** *!**! *!!***!***

logo

A
R
L
P
A
E
P

E
P
QGEMRFADER I

M
V

V
W
A
Q
V

L
FDI

VGQGALSAI
T
VL IVERTARDGHHARTVLLFYDTAGPRFQYGEDLFADAILAGDERVI

V
F
L
VPASYLHRGKQHLGLVAEQAKR I

LDTLLML
M
V

V
LSHEADASDHAGGTAELATVI

L
V

Q
M

NTDB id 1426 RS RS05575 WP 011001070.1 APPPGEFRMVAFDIGQGAATLVETAGHRLLFDTGPRQGDLADAADRVIVPYLRGHGVQAIDTLVVSHEDSDHAGGTETVM 638
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NTDB id 1426 RS RS05575 WP 011001070.1 TDATGAVVIETRGDALAVRTARSMRPRYWSSALEVAALAETTEPTGAQP 847
NTDB id 275798 C2E19 RS21825 WP 129395041.1 SAEQGAIHLQLGRF..KPPWTMRQQRRFWRDPPAVAR............ 744
NTDB id 1199 PSJM300 12650 AFN78592.1 TAEHGALSLQLGAF..GGARRMRDEPRFWREK................. 741
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