
logo MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMQAQTHSKYAI IMNERNQLEVKGQENGQSYSTI
L
K
R
D
EKDRERKFDI FYNAKDNRGGGGSVF

NTDB id 305843 DV163 RS08705 WP 115437312.1 MNKTLKRQVFRHTALYAAILMFSHTGGGGAQAQTSKYAIIMNERNQLEVKQEGSYSTLREKDRERKFDFNANRGGGGSVF 80
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!*!!!!!!!!!!!!!!! ! !!!***!!!!!!! *! !!!!!!!!

logo FDNTDTLVSQRQRSGTAVFGTATYLPPYGKVSGFDADNAGLKQEKRNNAVDWIHTTQRAGLAGYAYTDNVICRSSDNQCPQLVYETKFAS
NTDB id 305843 DV163 RS08705 WP 115437312.1 FDNTDTLVSRQSGTAVFGTATYLPPYGKVSGFDANALKERNNAVDWIHTTRAGLAGYAYTNVICRSSDQCPQLVYETKFA 160
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus !!!!!!!!! ! !!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!! !!!!!!!!! !!!!!* !!!!!!!!!!!

logo FDSGNI
K
D
GLAKNNAGRSLDRHPSDPSRENSP IYKLKDHPWLGVSFNLGSEGNTAVKDNGKSFNKL IVSSFDSEGNNNSNQNTI

LVSYTTKRGHHS I SL
NTDB id 305843 DV163 RS08705 WP 115437312.1 FSNKDLANNAGRLDRHSDPSRENSPIYKLKDHPWLGVSFNLGSEGTAKNGKSFNKLVSSFDENNSNQNLVYTTKGHHISL 240
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISL 239
consensus ! !! !!! !!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!! ! ! !!!!!!!*!!! ! ! !! *! !!*!!*!!!

logo

G
SDWKQREHTAMAYYLNAKLHLLDKKGI EKDIAQGKTVDLGTLRPRVEAKTVRRGGGDELLNFWATWKI EDKGNITVRLDGLPEVK

NTDB id 305843 DV163 RS08705 WP 115437312.1 GDWQREHTAMAYYLNAKLHLLDKKGIKDIAQGKTVDLGTLRPRVEAKVRRGGGDLLNFWATWKIEDKGNITVRLDLPEVK 320
NTDB id 1090 CAA90909.1 1..3114( ) SDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRR..GELLNFWATWKIEDKGNITVRLGLPEVK 317
consensus !! !!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !!!**!*!!!!!!!!!!!!!!!!!!!! !!!!!

logo AGRCTVNAKAHNPNPKNAVKQALPSPALTAPALWFGPVKQDNGKAVEQMYSASVSTYPDSSSSQR I FYLQNLKSRKDTDPTGSKPGRHYSLAEDTLSTENDE
NTDB id 305843 DV163 RS08705 WP 115437312.1 AGRCTNAAHPNPKVQALSPALTAPALWFGPVQNGKVQMYSASVSTYPDSSSSQIFLQNLSRKDDTSKPGRYSLADLSENE 400
NTDB id 1090 CAA90909.1 1..3114( ) AGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEND 397
consensus !!!! ! !*!!! !*!!!!!!!!!!!!!! !! !!!!!!!!!!!!!!! !*!!!! !! !* !!!!*!! !*!!*

logo IKSKREPNSFTGSRQTI
V IRLDNGKGVHREQIKLDQGRNNNTEVAVNFNGNDGKNNDTFGIVKSDEGLGSFVEMPDTSEWKKVLLPWTVRAGFSANDDGNKQFKN

NTDB id 305843 DV163 RS08705 WP 115437312.1 IKSKEPSFTSRQTVIRLDKGVHQIKLQG..NEVANFNGNDGKNDTFGIVSEGSFMPDTSEWKKVLLPWTVRASNDDGQFN 478
NTDB id 1090 CAA90909.1 1..3114( ) IKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFK 477
consensus !!!*!! !! !!!*!!! !!* !!! ** !! !!!!!!! !!!!!!! * !!!!!!!!!!!!!!!!* !! !

logo

A
TFNKEENKNDGNKPKYSQKYRSRDNGNKGHERNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQGNSGGDEKRNSYNSLKLSYIPGTMP

NTDB id 305843 DV163 RS08705 WP 115437312.1 TFNKEE.KDGKPKYSQKYRSRDNGKHERNLGDIVNSPIVAVGEYLATSANDGMVHIFKKGNGGDERNYSLKLSYIPGTMP 557
NTDB id 1090 CAA90909.1 1..3114( ) AFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQ.SGGDKRSYNLKLSYIPGTMP 556
consensus !!!!!* ! !!!!!!!!!!!!! !*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!! ! ! !!!!!!!!!!!



logo RKDIQNTESTLAKDELVRATFAEKGSYVGDRYGVDGGFVLRKVDENRLNGKQDNHRVFMFGAMGFGGRGAYALDLSTKAIDGSGSDNGNLPATADVS
NTDB id 305843 DV163 RS08705 WP 115437312.1 RKDIQNTESTLAKELRAFAEKSYVGDRYGVDGGFVLRKVER.NGKDHVFMFGAMGFGGRGAYALDLSKIDSGNGNLADVS 636
NTDB id 1090 CAA90909.1 1..3114( ) RKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSD..PTAVS 634
consensus !!!!!!!!!!!!!**! !!!! !!!!!!!!!!!!!!!!!* *!! *!!!!!!!!!!!!!!!!!!!*! ! *** !!

logo LFDVKDHDNGKNNGNNGRVEKLGYTVGTPQIGKTHDGKYAAFLASGYATKDE I ITSGDNKTALYVYDLEGSNSGTNNTL IKKI EVPGGK
NTDB id 305843 DV163 RS08705 WP 115437312.1 LFDVKHD.KNGNNGVKLGYTVGTPQIGKTHDGKYAAFLASGYATKDI.TSGDNKTALYVYDLESSG..TLIKKIEVPGGK 712
NTDB id 1090 CAA90909.1 1..3114( ) LFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGK 714
consensus !!!!!* * !!!! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!*!!!!!!!!!!!!!!! !** !!!!!!!!!!!

logo GGLSSPTLVDKDLDGTVDIAYAGDRGGNSMYRFDLSNSQDPNQQWSVRATI FEGTKP ITSAPAI SQLKDKRVVI FGTGSDLSEDE
NTDB id 305843 DV163 RS08705 WP 115437312.1 GGLSSPTLVDKDLDGTVDIAYAGDRGGSMYRFDLSNQDPNQWSVRAIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSED 792
NTDB id 1090 CAA90909.1 1..3114( ) GGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEE 794
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! !!!*!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*

logo DVDLNSMTESEQYIYGI FDDDTAVATNTNGVNTVKNFLSDGLSGGGLLEQEVLKRQRDNDEDNKTLFLTDYKRSDGSGNSKGWVVKLKDGGQRVTVKPTV
NTDB id 305843 DV163 RS08705 WP 115437312.1 DVLSTSEQYIYGIFDDDTVANNVNVKLSGLGGGLLEQELKQ..EDKTLFLTDYKRSDGSGSKGWVVKLKGGQRVTVKPTV 870
NTDB id 1090 CAA90909.1 1..3114( ) DVDNMEEQYIYGIFDDDTATT.GTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTV 873
consensus !! !!!!!!!!!!!! * ! ! !!!!!!! !* *** !!!!!!!!!!!!!!! !!!!!!!! !!!!!!!!!!

logo VLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPAEAENQTAVAQYSGHKKGI
TNGKS IP IGCMQKGSNE IVCP

NTDB id 305843 DV163 RS08705 WP 115437312.1 VLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPAENQAVAQYSGHKKGINGKSIPIGCMQKGNEIVCP 950
NTDB id 1090 CAA90909.1 1..3114( ) VLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCP 953
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !!!!!!!!!!! !!!!!!!!!!!! !!!!!!

logo NGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI SWR
NTDB id 305843 DV163 RS08705 WP 115437312.1 NGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWR 1030
NTDB id 1090 CAA90909.1 1..3114( ) NGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWR 1033
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

<0

logo E I
VFYO

NTDB id 305843 DV163 RS08705 WP 115437312.1 EIFY. 1034
NTDB id 1090 CAA90909.1 1..3114( ) EVFY* 1037
consensus !*!!
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