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MTSSWQKFERLNTMATMKDVAQLAGVSTATVSRALMNPEKVSSASTRKRVEEDAVLEAGYSPNSLARNLRRNESKTI IVTAI IVP
NTDB id 393556 FIV01 RS00990 WP 152429348.1 .............MATMKDVAQLAGVSTATVSRALMNPEKVSSATRKRVEDAVLEAGYSPNSLARNLRRNESKTIIAIIP 67
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 .............MATMKDVAQLAGVSTATVSRALMNPEKVSSSTRKRVEEAVLEAGYSPNSLARNLRRNESKTIVAIVP 67
NTDB id 1290 VP RS01235 WP 254894148.1 MTSSWQKFERLNTMATMKDVAQLAGVSTATVSRALMNPEKVSSSTRKRVEDAVLEAGYSPNSLARNLRRNESKTIVTIVP 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!**!*!

logo DICDPYYFTSE I IRG I EDAAVMEHGYI
LVLLGDSGQQKRKRENSSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEF

NTDB id 393556 FIV01 RS00990 WP 152429348.1 DICDPYYTEIIRGIEDAAVEHGYIVLLGDSGQQKKRESSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEF 147
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 DICDPYFSEIIRGIEDAAMEHGYLVLLGDSGQQKRRENSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEF 147
NTDB id 1290 VP RS01235 WP 254894148.1 DICDPYFSEIIRGIEDAAMEHGYLVLLGDSGQQKKRESSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEF 160
consensus !!!!!!**!!!!!!!!!!*!!!!*!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo APELELPTVHIDNLTSAFEAVNYLTQMLGHKR IAQVI SGPDEQHSTAAVLCQFRQHQGYQQALRRAGI STKMDNPNQTYSC I
T
V

F
I
Q

T
G
D
E
RFTSFDEADGGSAKA

NTDB id 393556 FIV01 RS00990 WP 152429348.1 APELELPTVHIDNLTSAFEAVNYLTQMGHKRIAQVSGPESAVLCQFRHQGYQQALRRAGITMNPNYCIQGRFSFEDGSKA 227
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 APELELPTVHIDNLTSAFEAVNYLTQLGHKRIAQISGPQHAALCQFRHQGYQQALRRAGITMNPTYCTFGDFTFEAGAKA 227
NTDB id 1290 VP RS01235 WP 254894148.1 APELELPTVHIDNLTSAFEAVNYLTQLGHKRIAQISGPDTAVLCQFRQQGYQQALRRAGISKDPQYSVITEFSFDGGAKA 240
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!!*!!!**!*!!!!!*!!!!!!!!!!!!***!*!** **!*!**!*!!

logo

I
VRKQLLAESLPEQPPTAI FCHCNDATMAIGAIQEAKKRLGLRVPQDLSVVGFDDIHNQFAQYCDPPLTTI SQPRYE IGRQAMLMMLDELL

NTDB id 393556 FIV01 RS00990 WP 152429348.1 IRQLLSLPEPPTAIFCHNDAMAIGAIQEAKKLGLRVPQDLSVVGFDDIHFAQYCDPPLTTISQPRYEIGRQAMLMMLDLL 307
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 VRQLLALPEQPTAIFCHNDTMAIGAIQEAKRLGLRVPQDLSVVGFDDIQFAQYCDPPLTTISQPRYEIGRQAMLMMLELL 307
NTDB id 1290 VP RS01235 WP 254894148.1 VRKLLELPEPPTAIFCHCDTMAIGAIQEAKRLGLRVPQDLSVVGFDDINFAQYCDPPLTTISQPRYEIGRQAMLMMLELL 320
consensus *!*!! !!!*!!!!!!!*!*!!!!!!!!!!*!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo

K
RGHDVHRSAGSRLLETQKLVVRDEGSVAAPPQRSKRSACK

NTDB id 393556 FIV01 RS00990 WP 152429348.1 RGHDVRAGSRLLETQLVVRDSVAPPRSC 335
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 RGHDVRAGSRLLETKLVVRESAAPPSKK 335
NTDB id 1290 VP RS01235 WP 254894148.1 KGHDVHSGSRLLETKLVVRGSAAPPQRA 348
consensus *!!!!**!!!!!!!*!!!!*!*!!! *
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