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NTDB id 1123881 EL310 RS11300 WP 269471742.1 MNKTWKRQVFRHTALYTAILMFSHTGGGGASANVSIRSCD..ERTKAARGKVGQSYNSLPQKSNPRQVNFTTSFSGYKKN 78
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQL.EVKGNGQYSTIKDKDRERKFIYNKDR...GGG 76
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TCRSSGNDQCPDQLVSVYEKT
NTDB id 1123881 EL310 RS11300 WP 269471742.1 TTFSFNNTDEVVAQKNGVTVFGAATYLPPYGKVSGFDEKRLKERGDVLGWIGTTRPGLVGYSYEGNTCSSGDCPDVSYKT 158
NTDB id 1090 CAA90909.1 1..3114( ) GSVFFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYET 156
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NTDB id 1123881 EL310 RS11300 WP 269471742.1 QFTFGNQGLKSKVNGKLDIYEDKSRDNSPIYKLPDQPWLGVSFNLSSESVVES.KKLKKVESSFSEDVTQSNGAQSLYKY 237
NTDB id 1090 CAA90909.1 1..3114( ) KFSFDGIGLAK.NAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQ....TI... 228
consensus !*! !! * ! !! **!*!!*!!!!!!!*!*!!!!!!!!! !! ! *! !* !!!!! * *********

logo

KNLVSYTTGTDRGVHRNS IKGSLNQSDVHWKQDREKHHTAMVAFYYLNAKLHLLDKKGNI EQDNIAQGI
KTVDNFLGTLKRPTR I

VEAPTDVARWKNK
R
G
R
E
HLLTHNFNVWAGNTWEKFI

NTDB id 1123881 EL310 RS11300 WP 269471742.1 KNLVYTTGDVRNKGNQVHQDKHHAVAFYLNAKLHLLDKKNIQNIAQGITVNFGTLKTRIEPTDAWKNKRHLTHNVGNWEF 317
NTDB id 1090 CAA90909.1 1..3114( ) ...VS.TTRGHSISLSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR...RGELLNFWATWKI 301
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VNKADNPNPKNASKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSQR I FYLQNLKSRKDTD
NTDB id 1123881 EL310 RS11300 WP 269471742.1 KDTGSVSVKLKLPEVKAGRCINKDNPNPKSKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSQIFLQNLSRKDD 397
NTDB id 1090 CAA90909.1 1..3114( ) EDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTD 381
consensus ! ! **!*! !!!!!!!!!*!! !!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !*!!!! !! !
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V IRLDNGGVREHIKQLDRNNTEAVTVGNFLNGNDGKNNDTFGI IVKRDEGLGSFVEMPDATSEWKKV
NTDB id 1123881 EL310 RS11300 WP 269471742.1 TSKPGRYSLKPLSTSEIKSKEPSFTGRQTVIRLDGGVRHIQLDRNN.EATGLNGNDGKNDTFGIIREGSFMPDASEWKKV 476
NTDB id 1090 CAA90909.1 1..3114( ) PGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKV 461
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logo LLPWTVRGFADDNSKFKAFNKEENNDNKPKYSQKRYR I
SRDENGNKNGEKRDNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQNSGGS

NTDB id 1123881 EL310 RS11300 WP 269471742.1 LLPWTVRGFADDSKFKAFNKEENNDNKPKYSQRYRIRENGNNGKRDLGDIVNSPIVAVGEYLATSANDGMVHIFKKNGGS 556
NTDB id 1090 CAA90909.1 1..3114( ) LLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDN.NKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGG. 539
consensus !!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!*!! !*!*! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!*



logo DEKRSYNLKLSYIPGTMPRKQDYFIDQNDTTSALKDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLREKVDENLNSGKQKNHRVFMFGAMGFGG
NTDB id 1123881 EL310 RS11300 WP 269471742.1 DERSYNLKLSYIPGTMPRQYFDNDTSALKDSTLAKELRAFAEKGYVGDRYGVDGGFVLREVE.LSGKKHVFMFGAMGFGG 635
NTDB id 1090 CAA90909.1 1..3114( ) DKRSYNLKLSYIPGTMPRKDIQNT.....ESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGG 614
consensus ! !!!!!!!!!!!!!!!! ! ******!!!!!**! !!!!!!!!!!!!!!!!!!!! !**! ! *!!!!!!!!!!!

logo RGAYALDLTKADEGNGSDPTAVSLFDVKDHDNNGNNGSNNRSVEQLGYTVGTPQIGKTHDGKYAAFLASGYATKETI IDTDSGQDQNKTALY
NTDB id 1123881 EL310 RS11300 WP 269471742.1 RGAYALDLTKAENGDPTAVSLFDVKHDNNGNNSNNSVQLGYTVGTPQIGKTHDGKYAAFLASGYATKTI.DDQQNKTALY 714
NTDB id 1090 CAA90909.1 1..3114( ) RGAYALDLTKADGSDPTAVSLFDVKD..NGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALY 692
consensus !!!!!!!!!!!* !!!!!!!!!!!***!!!! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!! !* !!!!!!

logo VYDLEGNNGNGTNNTLP IAKKI EVKPDGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDQDNPQSQSWSTVRTI FEQGTKP ITSAP
NTDB id 1123881 EL310 RS11300 WP 269471742.1 VYDLENNNG.TPIAKIEVKDGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSDNPSSWTVRTIFQGTKPITSAP 793
NTDB id 1090 CAA90909.1 1..3114( ) VYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAP 772
consensus !!!!! ! * *! !!!!* !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! ! !*!!!!! !!!!!!!!!

logo AI SQLKDKRVVI FGTGSDLSEEDVDNSKMEEIQHYI
VYGI FDDNDTANTGTGTVANFKDSDGQSGGNGLLEQVLRSERDNDENKTLFLTDYKRSDGS

NTDB id 1123881 EL310 RS11300 WP 269471742.1 AISQLKDKRVVIFGTGSDLSEEDVDSKEIQHVYGIFDNDTNTG..VAKDGQGNGLLEQVLSE..ENKTLFLTDYKRSDGS 869
NTDB id 1090 CAA90909.1 1..3114( ) AISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGS 852
consensus !!!!!!!!!!!!!!!!!!!!!!!!! ! !**!!!!! !! ! **! ! !!!!!!! ***!!!!!!!!!!!!!!!

logo GNSKGWVVKLKDEGQRVTVKPTVVLRTAFVTIHRKYNTDGTDGGKCGAETAI LG INTADGGKLTKKSARP IVPDEATNTAVAQYSGHKKQ
NTDB id 1123881 EL310 RS11300 WP 269471742.1 GSKGWVVKLKEGQRVTVKPTVVLRTAFVTIRKYND.GGCGAETAILGINTADGGKLTKKSARPIVPDTNTAVAQYSGHKQ 948
NTDB id 1090 CAA90909.1 1..3114( ) GNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKK 932
consensus ! !!!!!!!!*!!!!!!!!!!!!!!!!!!!*!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!* !!!!!!!!!!!
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NTDB id 1123881 EL310 RS11300 WP 269471742.1 TTKGKSIPIGCMEKDNGIACPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGTFKEGKKPARNNRCFSGKGVRTLLM 1028
NTDB id 1090 CAA90909.1 1..3114( ) GTNGKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLM 1012
consensus ! !!!!!!!!! ! ! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! * !!****!!!!!! !!!!!!!!

<0

logo NDLDSLDITGPTCGMKRI SWREVFYO
NTDB id 1123881 EL310 RS11300 WP 269471742.1 NDLDSLDITGPTCGMKRISWREVFY. 1053
NTDB id 1090 CAA90909.1 1..3114( ) NDLDSLDITGPTCGMKRISWREVFY* 1037
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