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MNKTLKRQVFRHTALYAAI LMFSHTGGGGAMAQTHRKQYAI IMNEGRNQLPEVKQGWNGRQSYSTIKDKDREKREKFYI
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NTDB id 305902 DV179 RS12980 WP 322114704.1 ..............................MAQTRQYAIIMNEGNQPEVQWNRSYS.IKDKDRKREYTHHNHQQGGSSVS 49
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus ******************************!!!!* !!!!!!! !!*!! ! !!*!!!!!! ! * ** * !! !!

logo FDNNSTDETLVSQRQRSGTAVFGTATYLPPYGKVSGFDAADAGLKQEKRNNAVDWIHTTHQAPGLAIGYASYDTDGVI
VCRSANTDQCPKQLVYEKTKRFS

NTDB id 305902 DV179 RS12980 WP 322114704.1 FNNSDELVSRQSGTAVFGTATYLPPYGKVSGFDAAALKERNNAVDWIHTTHPGLIGYSYDGVVCRSATDCPKLVYKTRFS 129
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKFS 159
consensus ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!!! *! !!!!!!!!!!!**!! !! ! !*!!!* !! !!! !*!!

logo FDGNI
P
D
GLAKNTAGGGSLDRHPTDEPSRDENSP IYKLKDHYPWLGVSFNLGASEGNATAVKDNGKSTFINKL IVSSFDSEGKNKNNSNNQNTI

LVSYTTERGHRDS I
NTDB id 305902 DV179 RS12980 WP 322114704.1 FDNPDLAKTGGGLDRHTEPSRDNSPIYKLKDYPWLGVSFNLGAEGAAKNGKTINKLVSSFDEKNKNSNNNLVYTTEGRDI 209
NTDB id 1090 CAA90909.1 1..3114( ) FDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNN..NQTIVSTTRGHSI 237
consensus !! * !!! *! !!!!**!!!*!!!!!!!!!*!!!!!!!!!! ! ! !!* !!!*!!! ! ! **!* *! !! !* !

logo SLGSDWKQREHSTAMAYYLNAKLHLLDKKGQI EQDNIATQDGKTVDQLGTVLRPRS IVDEAVKTTVQRKRTGLAGEGI
LLANFYWARTWDKI EKDDKGNQIPTVKRLGLPQ

NTDB id 305902 DV179 RS12980 WP 322114704.1 SLGDWQRESTAMAYYLNAKLHLLDKKQIQNIT.DKTVQLGVLRPSIDVKTQKTGLAGILAYWARWDIKDDGQIPVKLGLQ 288
NTDB id 1090 CAA90909.1 1..3114( ) SLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRR...GELLNFWATWKIEDKGNITVRLGLP 314
consensus !! !! !!*!!!!!!!!!!!!!!!!! ! ! * !!! !! !!! ** ***** *! *!! ! ! ! !*!*!*!!!*

logo

E
QVKAGRCVNKANNPNPNAKAPSPALTAPALWFGPVKQDNGKAEMYSASVSTYPDSSSSQR I FYLQNLKSRKDTDPTGSKPGRHYSLEKPTLST

NTDB id 305902 DV179 RS12980 WP 322114704.1 QVKAGRCVNKNNPNPNAKAPSPALTAPALWFGPVQNGKAEMYSASVSTYPDSSSSQIFLQNLSRKDDTSKPGRYSLKPLS 368
NTDB id 1090 CAA90909.1 1..3114( ) EVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLT 394
consensus !!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!! !*!!!! !! !* !!!!*!! *!*

logo

A
E
N
SDIKQSKREPNFTGRQTI IRLDNGGVRE IKLDNRNSNTEAVTVGNFLNGNDGKNNDETFGIVKSDEGLGSFVEMPDTSEWKKVLLPWTVRGFADDNS

NTDB id 305902 DV179 RS12980 WP 322114704.1 ASDIQSKEPNFTGRQTIIRLDGGVREIKLNRSN.EATGLNGNDGKNETFGIVSEGSFMPDTSEWKKVLLPWTVRGFADDS 447
NTDB id 1090 CAA90909.1 1..3114( ) ENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDN 474
consensus !! !*!!!!!!!!!!!!! !!!!!!!! ! !*! !!!!! !*!!!!! * !!!!!!!!!!!!!!!!!!!!!

logo KFKAEFNKEEKNNDNKPKYSQKYRSRDNGNKGHERNLGDIVNSP IVAVGEGYLATSANDGMVHI FKKQGNSGGDEKRNSYNSLKLSYIP
NTDB id 305902 DV179 RS12980 WP 322114704.1 KFKEFNKEEKNNDNKPKYSQKYRSRDNGKHERNLGDIVNSPIVAVGGYLATSANDGMVHIFKKGNGGDERNYSLKLSYIP 527
NTDB id 1090 CAA90909.1 1..3114( ) KFKAFNKEE.NNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQ.SGGDKRSYNLKLSYIP 552
consensus !!! !!!!!*!!!!!!!!!!!!!!!!! !*!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!! * !!! ! ! !!!!!!!



logo GTMPRKDNI EQNNTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDNNLNGQDNRVFMFGAMGFGGRGAYALDLTKADGSNSDNPTA
NTDB id 305902 DV179 RS12980 WP 322114704.1 GTMPRKNIENNDSTLAKELRAFAEKGYVGDRYGVDGGFVLRQVNNLNGQDRVFMFGAMGFGGRGAYALDLTKADSNNPTA 607
NTDB id 1090 CAA90909.1 1..3114( ) GTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTA 632
consensus !!!!!! ! ! *!!!!!**! !!!!!!!!!!!!!!!!!!!! ! !!!!! !!!!!!!!!!!!!!!!!!!!!!!! !!!

logo VSLFDVKDNDNGKNNGSNNGRVELGYTVGTPQIGKTHDNGKYAAFLASGYATKE I ITSGDNKTALYVYDLEGNGTNNL IKKI EVPG
NTDB id 305902 DV179 RS12980 WP 322114704.1 VSLFDVKNDK.NSNNGVELGYTVGTPQIGKTHNGKYAAFLASGYATKEI.TSGDNKTALYVYDLEGNGTNNLIKKIEVPG 685
NTDB id 1090 CAA90909.1 1..3114( ) VSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPG 712
consensus !!!!!!! *! !! !!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo GKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPKQQWSAVRATI FEKGDTKP ITSAPAI SQLKDKRVVI FGTGSDLS
NTDB id 305902 DV179 RS12980 WP 322114704.1 GKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPKQWSARAIFKGDKPITSAPAISQLKDKRVVIFGTGSDLS 765
NTDB id 1090 CAA90909.1 1..3114( ) GKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLS 792
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!! ! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!

logo EDEDVDLNSMTESEQYIYGI FDDDTAATSTGNVDTVKNFLKSDGLSGGGLLEQVLERQRDNDKDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP
NTDB id 305902 DV179 RS12980 WP 322114704.1 EDDVLSTSEQYIYGIFDDDTAASNVDVKLKGLGGGLLEQVLEQ..KDKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP 843
NTDB id 1090 CAA90909.1 1..3114( ) EEDVDNMEEQYIYGIFDDDTATTG.TVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKP 871
consensus !*!! !!!!!!!!!!!!! * * ! !!!!!!!!! ** !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!

logo TVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPEANQTAVAQYSGHKKGTATNGKS IP IGCMQKGSNE I
TV

NTDB id 305902 DV179 RS12980 WP 322114704.1 TVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANQAVAQYSGHKKTANGKSIPIGCMQKGNETV 923
NTDB id 1090 CAA90909.1 1..3114( ) TVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIV 951
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!! !!!!!!!!!!!! !! !

logo CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPMTCGMKRI S
NTDB id 305902 DV179 RS12980 WP 322114704.1 CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPMCGMKRIS 1003
NTDB id 1090 CAA90909.1 1..3114( ) CPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRIS 1031
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!

<0

logo WREVFFYO
NTDB id 305902 DV179 RS12980 WP 322114704.1 WREVFF. 1009
NTDB id 1090 CAA90909.1 1..3114( ) WREVFY* 1037
consensus !!!!!*
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