
logo

MTSSWQKFERLNTMATMKEDVARQLAGVSTATVSRALMS
NPEKVSNSSTRRKRVEEDAVMLSESAGYSPNSLVARNLRRNESKTI IVATVIVP

NTDB id 396058 GFB47 RS00985 WP 153445835.1 .............MATMKEVARLAGVSTATVSRALMSPEKVSNSTRRRVEDAVMSSGYSPNSLVRNLRRNESKTIIVIVP 67
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 .............MATMKDVAQLAGVSTATVSRALMNPEKVSSSTRKRVEEAVLEAGYSPNSLARNLRRNESKTIVAIVP 67
NTDB id 1290 VP RS01235 WP 254894148.1 MTSSWQKFERLNTMATMKDVAQLAGVSTATVSRALMNPEKVSSSTRKRVEDAVLEAGYSPNSLARNLRRNESKTIVTIVP 80
consensus !!!!!*!!*!!!!!!!!!!!!!!*!!!!!*!!!*!!!*!!***!!!!!!!*!!!!!!!!!!!* !!!

logo DLICDPYFSE I IRG I EDTAAAMEHDGYL IVLLGDSSGQQLKKNRRENSTTSFMVNLVFTKQADGMVLLLGSTDTLPFDVSKPEQKNLPPLMVMGACEYF
NTDB id 396058 GFB47 RS00985 WP 153445835.1 DLCDPYFSEIIRGIEDTAAEHDYLILLGDSSQQLNRETTFMNLVFTKQADGMVLLGSDTPFDVSKPEQKNLPPLVMGCEY 147
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 DICDPYFSEIIRGIEDAAMEHGYLVLLGDSGQQKRRENSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEF 147
NTDB id 1290 VP RS01235 WP 254894148.1 DICDPYFSEIIRGIEDAAMEHGYLVLLGDSGQQKKRESSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEF 160
consensus !*!!!!!!!!!!!!!!*!*!!*!!*!!!!!*!!**!!**!*!!!!!!!!!!!*!!!*!*!!!!!!!!!!!!!!*!!*!!*

logo APELELPTVHIDNLTASAFDE I
AVNYLTQMLGHKRVIAEQMI SGPDEQHSTAVALCQFRQHQGYQQALRRAGLI ESTKMDNPQSTHYCRSTVFIYTGEDFTSFDEAGSGALKA

NTDB id 396058 GFB47 RS00985 WP 153445835.1 APELELPTVHIDNLTAAFDIVNYLTQMGHKRVAEMSGPESAALCQFRHQGYQQALRRAGLEMNPSHRVYGDFSFESGALA 227
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 APELELPTVHIDNLTSAFEAVNYLTQLGHKRIAQISGPQHAALCQFRHQGYQQALRRAGITMNPTYCTFGDFTFEAGAKA 227
NTDB id 1290 VP RS01235 WP 254894148.1 APELELPTVHIDNLTSAFEAVNYLTQLGHKRIAQISGPDTAVLCQFRQQGYQQALRRAGISKDPQYSVITEFSFDGGAKA 240
consensus !!!!!!!!!!!!!!!*!!**!!!!!!*!!!!*!**!!!**!*!!!!!*!!!!!!!!!!!****!** ****!*!**!!*!

logo VKRKQRLLAETQLPEQPPTAI FCHCNDATMAIGAMIQQEAKKRMLGYLR I
VPQDLSVVGFDDINQFSAQYCEDPPLTTIASQPRYE IGKRQSAMLML

MLETLL
NTDB id 396058 GFB47 RS00985 WP 153445835.1 VKRLLTQPEPPTAIFCHNDAMAIGAMQQAKKMGYRIPQDLSVVGFDDIQFSQYCEPPLTTIAQPRYEIGKQSMLMLLETL 307
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 VRQLLALPEQPTAIFCHNDTMAIGAIQEAKRLGLRVPQDLSVVGFDDIQFAQYCDPPLTTISQPRYEIGRQAMLMMLELL 307
NTDB id 1290 VP RS01235 WP 254894148.1 VRKLLELPEPPTAIFCHCDTMAIGAIQEAKRLGLRVPQDLSVVGFDDINFAQYCDPPLTTISQPRYEIGRQAMLMMLELL 320
consensus !**!! *!!*!!!!!!!*!*!!!!!*!*!!**!*!*!!!!!!!!!!!!*!*!!!*!!!!!!*!!!!!!!*!*!!!*!!*!

logo

R
KGNHEDVHRSAGSRLLEATNKLVI

VREGNSAGAPPKQS IKRAK
NTDB id 396058 GFB47 RS00985 WP 153445835.1 KGNEVRAGSRLLEANLVIRNSAGPPKIK 335
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 RGHDVRAGSRLLETKLVVRESAAPPSKK 335
NTDB id 1290 VP RS01235 WP 254894148.1 KGHDVHSGSRLLETKLVVRGSAAPPQRA 348
consensus *!**!**!!!!!!**!!*! !!*!! **

X non conserved

X similar

X ≥ 50% conserved


