
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGGAMAQTHKYAI IMNERKNQLPEVKGSNGVQPYSSTIKDKDREKREKFYIHYNYKDYKRGTGGGSV
NTDB id 301604 DRA75 RS00280 WP 196083691.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGGAMAQTHKYAIIMNERKQPEVKSNV.PSSIKDKDRKREYIHYKYKTGGGSV 79
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGG.GGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSV 79
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!*!!!!!!!!!!!!!!!!! !*!!! ! **!*!!!!!! ! *!* ! * !!!!!

logo

F
SFDNNSTDETLVSQRQRSGTAVFGTATYLPPYGKVSGFDADAGLKQEKRNNAAVDGWIHRTTQRAIAGLAGYASYATDGI

V
H
ICGRSVNQGQCPKQLVYEKTKRF

NTDB id 301604 DRA75 RS00280 WP 196083691.1 SFNNSDELVSRQSGTAVFGTATYLPPYGKVSGFDADALKERNNAAGWIRTTRIALAGYSYAGIHCGSVQGCPKLVYKTRF 159
NTDB id 1090 CAA90909.1 1..3114( ) FFDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRS.NQCPQLVYETKF 158
consensus ! !*! !!! ! !!!!!!!!!!!!!!!!!!!!!!!*! !!!! !!*!! *!!!! ! **! !** !! !!! !*!

logo SFDGNI
P
D
GLAKNTAGGGSLDRHPTDEPSRDENSP IYKLKDHYPWLGVSFNLGSENTVKQDNGSKSFSNSKL I SSFSEGNNNNQTIVSTTERGHSPS I S

NTDB id 301604 DRA75 RS00280 WP 196083691.1 SFDNPDLAKTGGGLDRHTEPSRDNSPIYKLKDYPWLGVSFNLGSENTVQNSKSSSKLISSFSENNNNQTIVSTTEGSPIS 239
NTDB id 1090 CAA90909.1 1..3114( ) SFDGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSIS 238
consensus !!! * !!! *! !!!!**!!!*!!!!!!!!!*!!!!!!!!!!!!!!! !! !!!!!!!! !!!!!!!!!! !**!!

logo LGSDQWKQREHTAMVAVYYLNAKLHLLDKKGI EKDIATQGKTVDRLGTVLKRPRS IVDEAVKTTVQRNTGRFGEGLLNFWAKTWDKI EKDKNGNQIPTVKRLGLPTEQV
NTDB id 301604 DRA75 RS00280 WP 196083691.1 LGDQQREHTAVVYYLNAKLHLLDKKGIKDIT.GKTVRLGVLKPSIDVKTQNTGFGLLNFWAKWDIKDNGQIPVKLGLTQV 318
NTDB id 1090 CAA90909.1 1..3114( ) LSDWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVR..RGELLNFWATWKIEDKGNITVRLGLPEV 316
consensus ! ! !!!!!* !!!!!!!!!!!!!!! !! *!!!! !! !*! ** ** !!!!!! ! ! ! !*!*!*!!!* !

logo KAGRCVNKANNPNPNAKAPSPALTAPALWFGPVKQDNGKAEMYSASVSTYPDSSSSR IYLQNLKRKTDPGNKPGRHYSLAEDTLTEKNS
NTDB id 301604 DRA75 RS00280 WP 196083691.1 KAGRCVNKNNPNPNAKAPSPALTAPALWFGPVQNGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPNKPGRYSLADLTKS 398
NTDB id 1090 CAA90909.1 1..3114( ) KAGRCVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTEN 396
consensus !!!!!!!! !!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!*!! !!

logo DI EKSREQPGNFTGRQTI
V IRLDNGSGVQREQIKLDQGRNNNTEVAVNFNGNDGKNNDTFGIVKSDEGLGSFVEMPDTSEWKKVLLPWTVRGFLADDNDNKQF

NTDB id 301604 DRA75 RS00280 WP 196083691.1 DIESRQPGFTGRQTVIRLDSGVQQIKLQG..NEVANFNGNDGKNDTFGIVSEGSFMPDTSEWKKVLLPWTVRGLDNDNQF 476
NTDB id 1090 CAA90909.1 1..3114( ) DIKSREPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKF 476
consensus !! !! ! !!!!!!*!!! !! !!! ** !! !!!!!!! !!!!!!! * !!!!!!!!!!!!!!!!! !! !

logo KAI FNKQEEANKNDNKPKYSQKRYR I
SRDNNKNGENRNLGDIVNSP IVAVGEYLATSANDGMVHI FKKQGSGNGDAKHRNSYNSLKLSYIPGTMP

NTDB id 301604 DRA75 RS00280 WP 196083691.1 KIFNQE.AKDNKPKYSQRYRIRDN.NGNRNLGDIVNSPIVAVGEYLATSANDGMVHIFKKGNGDAHNYSLKLSYIPGTMP 554
NTDB id 1090 CAA90909.1 1..3114( ) KAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMP 556
consensus ! !! !* !!!!!!!!*!! !!!* ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !! * ! !!!!!!!!!!!



logo RKDNI EQNNTDESTLAKDELVRATFAEKGYVGDRYGVDGGFVLRKQVDENLWKNGQNRVFMFGAMGFGGRGAYALDLTKADGSNSDNPTAVSLF
NTDB id 301604 DRA75 RS00280 WP 196083691.1 RKNIENNDSTLAKELRAFAEKGYVGDRYGVDGGFVLRQVE.WKGQNRVFMFGAMGFGGRGAYALDLTKADSNNPTAVSLF 633
NTDB id 1090 CAA90909.1 1..3114( ) RKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLF 636
consensus !! ! ! *!!!!!**! !!!!!!!!!!!!!!!!!!!! !** !!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!

logo DVKDNDNGKNNGSNNGRVEQLGYTVGTPQIGKTHDGKYAAFLASGYATKE I ITSGNDNKTALYVYDLEGSNGTNNL IKKI EVPGGKGG
NTDB id 301604 DRA75 RS00280 WP 196083691.1 DVKNDK.NSNNGVQLGYTVGTPQIGKTHDGKYAAFLASGYATKEI.TSNDNKTALYVYDLESNGT..LIKKIEVPGGKGG 709
NTDB id 1090 CAA90909.1 1..3114( ) DVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGG 716
consensus !!! *! !! ! !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!! !!!!!!!!!!!! !!!**!!!!!!!!!!!!!

logo LSSPTLVDKDLDGTVDIAYAGDRGGKNMYRFDLSGSQDSPDQQWSTVRPTI FEGTKP ITSAPAI SQLKDKRVVI FGTGSDLSEDEDV
NTDB id 301604 DRA75 RS00280 WP 196083691.1 LSSPTLVDKDLDGTVDIAYAGDRGGKMYRFDLSGQSPDQWTVRPIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEDDV 789
NTDB id 1090 CAA90909.1 1..3114( ) LSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDV 796
consensus !!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!! ! ! !!*!!*!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!*!!

logo DKNMTDEEQYIYGI FDDDTATTGPTVNFSDGSTGGGLLEQVLRTERDNDENKTLFLTDYKRSDGSGNSKGWVVKLKDGQRVTVKPTVVLR
NTDB id 301604 DRA75 RS00280 WP 196083691.1 DKTDEQYIYGIFDDDTATTGPVNFSGTGGGLLEQVLTE..ENKTLFLTDYKRSDGSGSKGWVVKLKDGQRVTVKPTVVLR 867
NTDB id 1090 CAA90909.1 1..3114( ) DNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLR 876
consensus ! *!!!!!!!!!!!!!!!!*!!!! *!!!!!!!!! ***!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!!

logo TAFVTIHRKYKTDGTDNGKCGAETAI LG INTADGGKLTKKSARP IVPEANQTAVAQYSGHKKGTNGKS IP IGCMEQKNSGNEGI
TVCPNGY

NTDB id 301604 DRA75 RS00280 WP 196083691.1 TAFVTIRKYKD.NGCGAETAILGINTADGGKLTKKSARPIVPEANQAVAQYSGHKKGTNGKSIPIGCMEKNGGTVCPNGY 946
NTDB id 1090 CAA90909.1 1..3114( ) TAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGY 956
consensus !!!!!!*!! * !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!! !!!!!!!!!!!!!!!!!!!!!! ! !!!!!!

logo VYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI SWREVF
NTDB id 301604 DRA75 RS00280 WP 196083691.1 VYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVF 1026
NTDB id 1090 CAA90909.1 1..3114( ) VYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVF 1036
consensus !!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!!
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NTDB id 301604 DRA75 RS00280 WP 196083691.1 F. 1027
NTDB id 1090 CAA90909.1 1..3114( ) Y* 1037
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