
logo MNKTLKRQRVFRHTALYAAI LMFSHTGGGGARMRARKQPTHIKTTYAL IL ISMNERNQLEVKGNGQYSTIKDKDRERKF IYNKDRGGGGSVF
NTDB id 231762 CCD83 RS13235 WP 307875761.1 MNKTLKRRVFRHTALYAAILMFSHTGGGGRRRKPITTLLS........................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) MNKTLKRQVFRHTALYAAILMFSHTGGGGAMAQTHKYAIIMNERNQLEVKGNGQYSTIKDKDRERKFIYNKDRGGGGSVF 80
consensus !!!!!!! !!!!!!!!!!!!!!!!!!!!! ** * ****************************************

logo

FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSF
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) FDNTDTLVSQQRGTAVFGTATYLPPYGKVSGFDADGLQKRNNAVDWIHTTQAGLAGYAYTDVICRSNQCPQLVYETKFSF 160
consensus ********************************************************************************

logo

DGIGLAKNAGSLDRHPDPSRENSP IYKLKDHPWLGVSFNLGSENTVKDGKSFNKL I SSFSEGNNNQTIVSTTRGHS I SLS
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) DGIGLAKNAGSLDRHPDPSRENSPIYKLKDHPWLGVSFNLGSENTVKDGKSFNKLISSFSEGNNNQTIVSTTRGHSISLS 240
consensus ********************************************************************************

logo

DWKREHTAMAYYLNAKLHLLDKKGI EDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKI EDKGNITVRLGLPEVKAGR
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) DWKREHTAMAYYLNAKLHLLDKKGIEDIAQGKTVDLGTLRPRVEATVRRGELLNFWATWKIEDKGNITVRLGLPEVKAGR 320
consensus ********************************************************************************

logo

CVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSR IYLQNLKRKTDPGKPGRHSLETLTENDIKS
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) CVNKANPNPNAKAPSPALTAPALWFGPVKDGKAEMYSASVSTYPDSSSSRIYLQNLKRKTDPGKPGRHSLETLTENDIKS 400
consensus ********************************************************************************

logo

REPNFTGRQTI IRLNGGVRE IKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFN
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) REPNFTGRQTIIRLNGGVREIKLDRNNTEVVNFNGNDGNNDTFGIVKDLGVEPDTSEWKKVLLPWTVRGFADDNKFKAFN 480
consensus ********************************************************************************

logo

KEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSP IVAVGEYLATSANDGMVHI FKQSGGDKRSYNLKLSYIPGTMPRKDI
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) KEENNDNKPKYSQKYRSRDNNKGERNLGDIVNSPIVAVGEYLATSANDGMVHIFKQSGGDKRSYNLKLSYIPGTMPRKDI 560
consensus ********************************************************************************



logo

QNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKD
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) QNTESTLAKDVRTFAEKGYVGDRYGVDGGFVLRKVDNLNGQNRVFMFGAMGFGGRGAYALDLTKADGSDPTAVSLFDVKD 640
consensus ********************************************************************************

logo

NGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKE I ITSGDNKTALYVYDLEGNGTNNL IKKI EVPGGKGGLSSP
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) NGNNGNNRVELGYTVGTPQIGKTHDGKYAAFLASGYATKEIITSGDNKTALYVYDLEGNGTNNLIKKIEVPGGKGGLSSP 720
consensus ********************************************************************************

logo

TLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTI FEGTKP ITSAPAI SQLKDKRVVI FGTGSDLSEEDVDNME
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) TLVDKDLDGTVDIAYAGDRGGNMYRFDLSSQDPQQWSVRTIFEGTKPITSAPAISQLKDKRVVIFGTGSDLSEEDVDNME 800
consensus ********************************************************************************

logo

EQYIYGI FDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFV
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) EQYIYGIFDDDTATTGTVNFSDSGGGLLEQVLRRDNDNKTLFLTDYKRSDGSGNKGWVVKLKDGQRVTVKPTVVLRTAFV 880
consensus ********************************************************************************

logo

TIHKYTGTDKCGAETAI LG INTADGGKLTKKSARP IVPEANTAVAQYSGHKKGTNGKS IP IGCMQKSNE IVCPNGYVYDK
NTDB id 231762 CCD83 RS13235 WP 307875761.1 ................................................................................ 40
NTDB id 1090 CAA90909.1 1..3114( ) TIHKYTGTDKCGAETAILGINTADGGKLTKKSARPIVPEANTAVAQYSGHKKGTNGKSIPIGCMQKSNEIVCPNGYVYDK 960
consensus ********************************************************************************

<0

logo

PVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRI SWREVFYO
NTDB id 231762 CCD83 RS13235 WP 307875761.1 .............................................................................. 40
NTDB id 1090 CAA90909.1 1..3114( ) PVNVRYLDEKKTDGFSTTADGDAGGSGIDPAGKRSGKNNRCFSQKGVRTLLMNDLDSLDITGPTCGMKRISWREVFY* 1037
consensus *****************************************************************************
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