
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGARMRARKQPTHVKNTYAL IL ISMNERNQLEVKGNGQYSTIKDKDRERKF IYNKDRGGGGSVFFDNTD
NTDB id 191838 QP84 RS14635 WP 306807940.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGRRRKPVNTLLS............................................. 40
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVFFDNTD 85
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!! ** * *********************************************

logo

TLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSFDGIGLAKNAG
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) TLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSFDGIGLAKNAG 170
consensus *************************************************************************************

logo

SLDRHPDPSRENSP IYKLKDHPWLGVSFNLGSENTVKDGKSFNKL I SSFSEGNNNQTIVSTTRGHS I SLSDWKREHTAMAYYLNA
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) SLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLSDWKREHTAMAYYLNA 255
consensus *************************************************************************************

logo

KLHLLDKKGI EDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKI EDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTA
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) KLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKAGRCVNKANPNPNAKAPSPALTA 340
consensus *************************************************************************************

logo

PALWFGPVKDGKAEMYSASVSTYPDSSSSR IYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTI IRLNGGVRE IKLDR
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) PALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKSREPNFTGRQTIIRLNGGVREIKLDR 425
consensus *************************************************************************************

logo

NNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDI
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) NNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFNKEENNDNKPKYSQKYRSRDNNKGERNLGDI 510
consensus *************************************************************************************

logo

VNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKV
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) VNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDIQNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKV 595
consensus *************************************************************************************



logo

DNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKE
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) DNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKDNGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKE 680
consensus *************************************************************************************

logo

I ITSGDNKTALYVYDLEGNGTNNL IKKI EVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTI FEGT
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) IITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSPTLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGT 765
consensus *************************************************************************************

logo

KP ITSAPAI SQLKDKRVVI FGTGSDLSEEDVDNMEEQYIYGI FDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSD
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) KPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNMEEQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSD 850
consensus *************************************************************************************

logo

GSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPEANTAVAQYSGHKKGTN
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) GSGNKGWVVKLKDGQRVTVKPTVVLRTAFVTIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTN 935
consensus *************************************************************************************

logo

GKS IP IGCMQKSNE IVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDI
NTDB id 191838 QP84 RS14635 WP 306807940.1 ..................................................................................... 40
NTDB id 1090 CAA90909.1 1..3114( ) GKSIPIGCMQKSNEIVCPNGYVYDKPVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDI 1020
consensus *************************************************************************************

<0

logo

TGPTCGMKRI SWREVFYO
NTDB id 191838 QP84 RS14635 WP 306807940.1 .................. 40
NTDB id 1090 CAA90909.1 1..3114( ) TGPTCGMKRISWREVFY* 1037
consensus *****************
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