
logo MKENATLWAQRLAKEQAWAQNSLPQRSTKLLLAAGLLLVGLAGI
V
A
SLWYVGFLYLPAQAVAPEVAAPETPTPQAPAAEEPSTPTKQAVI

LEAPP IPPLAESQSAEEPASKQPQSAPEPATPAS
NTDB id 92943 MWM05 RS10625 WP 244362606.1 MKETLARLAQAWQSLPQSTKLLLAGLLLVLAISLWYVGFYLPAQAPVAAETPQAPAEETPKALEAPPIPPLAESAPSQPSPPTPS 85
NTDB id 1026 TT RS05140 WP 011173435.1 MKNAWQRLKEAWANLPRSTKLLLAALLLVGGVALWYVGLYLPAQVAEAPTP.....APSTQVIEAPPIPPLASQEEAKPQAEAPA 80
consensus !! !! !! !! !!!!!!!*!!!! ** !!!!! !!!!! * !* ****** *** *!!!!!!!!! * ! ** !

logo

P
Q
A
E
EA
P
Q
TAPAQASS IQEKAEAEQTATPLPPALPQVAKRAQEAPPPPNPFVPLVVETVPAPTAAPPLPSPPTPATPSAI

SRPQTPVPETGAPAPVRVQSQGTPALPQATPQAVAPTAPT
NTDB id 92943 MWM05 RS10625 WP 244362606.1 PA.PTAPQASIKAETTPLPLPQAKQEAPPPNPFVPLVVEVPATAAPPLPSPTPTPAIRPQPVPTGAPVRVSQGTPLPTPQVATAP 169
NTDB id 1026 TT RS05140 WP 011173435.1 QEEAQAPASSQEEAQAPPPAPVARAEPPPPNPFVPLVVETPP........PPPASASRPTPVPEGPAVRVQ..TPAQAPQAAPAT 155
consensus * ** !! ! !*! ! !* !*!!!!!!!!!!!! !*********!*! *! !! !!! !**!!! **!! * !! !*!*

logo RP I
LPGTSGALPAPKI

VLSTPATLPKSAPQLVAPQAPREVETAPSPVARPVAPVPTALVEAPLPSGQPVSQEAPEPETKPGAQAEKPAEGPPTAPAKSTPLEARLVAEEKGLKRLSGTLL
NTDB id 92943 MWM05 RS10625 WP 244362606.1 RPLPGTSGALPAPKVLTPTPKAQVAQAPVEASVAPAPPTALVEAPLSQVSQEAPPTPGQAPEGPAKTPLEALVEEKGLKLSGTLL 254
NTDB id 1026 TT RS05140 WP 011173435.1 RPIPGTSGALPAPKILSPALSAPLPQARETP.PRVAVPTALVEAPLPGP.....EEKGAEKAPTPASPLERLVAEKGLRLSGTLL 234
consensus !!*!!!!!!!!!!!*!*! * !***!!* *** *!*!!!!!!!!!* ******* *! * *** *!!! !! !!!!*!!!!!!

logo GPVSVAI LESKEGYLVLVPAVGSP IPGTEAVVRQRI
VEEGEGRS IVTLALKEETLENLASLVSVQAQAGGGQ

NTDB id 92943 MWM05 RS10625 WP 244362606.1 GPVSVAILESKEGYLVLPVGSPIPGTEAVVRRIEGERITLALKEETLELAVSQAQAGGGQ 314
NTDB id 1026 TT RS05140 WP 011173435.1 GPVSVAILESKEGYLVVPAGSPIPGTEAVVRQVEEGSVTLALKEETLNLSLVQ..AGGGQ 292
consensus !!!!!!!!!!!!!!!!*! !!!!!!!!!!!! *! *!!!!!!!!! ! * !**!!!!!
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