
logo

MTSSWQKFERLNTMATMKDVAQLAGVSTATVSRALMNPEKVSSASTRKRVEEDAVLEAGYSPNSLARNLRRNESKTI IVTAI IVPDICDP
NTDB id 1290 VP RS01235 WP 254894148.1 MTSSWQKFERLNTMATMKDVAQLAGVSTATVSRALMNPEKVSSSTRKRVEDAVLEAGYSPNSLARNLRRNESKTIVTIVPDICDP 85
NTDB id 128875 IX91 RS14070 WP 004743261.1 .............MATMKDVAQLAGVSTATVSRALMNPEKVSSATRKRVEDAVLEAGYSPNSLARNLRRNESKTIIAIIPDICDP 72
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 .............MATMKDVAQLAGVSTATVSRALMNPEKVSSSTRKRVEEAVLEAGYSPNSLARNLRRNESKTIVAIVPDICDP 72
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!**!*!!!!!!

logo YYFTSE I IRG I EDAAMEHGYI
LVLLGDSGQQKRKRENSSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEFAPELELPTVH

NTDB id 1290 VP RS01235 WP 254894148.1 YFSEIIRGIEDAAMEHGYLVLLGDSGQQKKRESSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEFAPELELPTVH 170
NTDB id 128875 IX91 RS14070 WP 004743261.1 YYTEIIRGIEDAAMEHGYIVLLGDSGQQKKRESSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEFAPELELPTVH 157
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 YFSEIIRGIEDAAMEHGYLVLLGDSGQQKRRENSFVNLVFTKQADGMLLLGTDLPFDVSKPEQKNLPPMVMACEFAPELELPTVH 157
consensus !**!!!!!!!!!!!!!!!*!!!!!!!!!!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo IDNLTSAFEAVNYLTQMLGHKR IAQI SGPDEQHTAAVLCQFRQHQGYQQALRRAGI STKMDNPNQTYSCVTFISTGEDFSTFDEGAGAKAI
VRKQLLEALPDEAPQPTAVI F

NTDB id 1290 VP RS01235 WP 254894148.1 IDNLTSAFEAVNYLTQLGHKRIAQISGPDTAVLCQFRQQGYQQALRRAGISKDPQYSVITEFSFDGGAKAVRKLLELPEPPTAIF 255
NTDB id 128875 IX91 RS14070 WP 004743261.1 IDNLTSAFEAVNYLTQMGHKRIAQISGPETAVLCQFRHQGYQQALRRAGITMNPNYCTSGDFTFEAGAKAIRQLLALPDAPTAVF 242
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 IDNLTSAFEAVNYLTQLGHKRIAQISGPQHAALCQFRHQGYQQALRRAGITMNPTYCTFGDFTFEAGAKAVRQLLALPEQPTAIF 242
consensus !!!!!!!!!!!!!!!!*!!!!!!!!!!!**!*!!!!!*!!!!!!!!!!!!***!*!** **!*!**!!!!*!*!!*!!* !!!*!

logo CHCNDATMAIGAIQEAKKRLGLRVPQDLS IVVGFDDIHNQFAQYCDPPLTTI SQPRYE IGRQAMLMMLELLKRGHDVHRSAGSRLLETKLVVRGE
NTDB id 1290 VP RS01235 WP 254894148.1 CHCDTMAIGAIQEAKRLGLRVPQDLSVVGFDDINFAQYCDPPLTTISQPRYEIGRQAMLMMLELLKGHDVHSGSRLLETKLVVRG 340
NTDB id 128875 IX91 RS14070 WP 004743261.1 CHNDAMAIGAIQEAKKLGLRVPQDLSIVGFDDIHFAQYCDPPLTTISQPRYEIGRQAMLMMLELLRGHDVRAGSRLLETKLVVRE 327
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 CHNDTMAIGAIQEAKRLGLRVPQDLSVVGFDDIQFAQYCDPPLTTISQPRYEIGRQAMLMMLELLRGHDVRAGSRLLETKLVVRE 327
consensus !!*!*!!!!!!!!!!*!!!!!!!!!!*!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!!!**!!!!!!!!!!!!*

logo SAAPPQRSKRVAKL
NTDB id 1290 VP RS01235 WP 254894148.1 SAAPPQRA 348
NTDB id 128875 IX91 RS14070 WP 004743261.1 SAAPPRVL 335
NTDB id 1158 ABDM36 RS01105 WP 000224452.1 SAAPPSKK 335
consensus !!!!! *
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