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LR LA A R e e L UL

MKQIIGYLRQSTWKQQSLAAQKQWIEA ARSKHINI QMINFYSDKQSGRIDIRINGYWAIT LIQQGQCD LCCYRLNRLHRNLKNAL
MKQVIGYLRQSTMKQQSLAAQKQAIEAIAEKHHIQHINFYSDKQSGRKDNRSGYRQITQLIQQGQCDILCCYRLNRLHRNLKNAL
MKQVIGYLRQSTMKQQSLAAQKQAIEAIAEKHHIQHINFYSDKQSGRKDNRSGYRQ TQLIQQGQCDILCCYRLNRLHRNLKNAL

UL AL BT

KL KLCQWYHVHILSVHDGYFDMDIJAFDRLKLNIFISLAELESDNIGEQV NG IMEKAKQG ITTHAPFGYEIYHNGTFINI RS
KLIKLCQTYHVHILSVHDGYFDMDQAFDRLKLNIFISLAELESDNIGEQVRNGLQEKAKQGRLITTHAPFGYEYHNGTFIINQNE
KLIKLCQTYHVHILSVHDGYFDMDQAFDRIJKLNIFISLAELESDNIGEQVRNGLQEKAKQGRLITTHAPFGYEYHNGINFIINQNE

S TRV AL EEre o VAR Y R Gl P27 alGpuneon

PTVKAVFNYY WGMGYKKIAQMLEID I INRISPYQVRNII NPNYCGRVMNQYGQ NMFP IVST IYE AQUMIR QKIg KIJ
SPTVKAVFNYYIKGHGYKKIAQLLEEDNTYINRQPYQVRNIIINPNYCGRVNNQYGQFDNMFPSIVSTSIYEQAQRLRAQKQHEKQ

R B e o

R
JPS NQLKQKIKCP}YC TLTNMTIRKKEHTLRYYVCPNMNASRFVC FKGINAQERLEGSVLEYICADF QNQ[ Y KINp:yyI[e]A
TPSDNQLKQKIKCPCCNRTLTNMTIRKKNHTLRYYVCPKNMNASRFVCDFKGINAQTLEDKVLEVC DFYQNQRIYTKIKEAIDK
TRISDNQLKQKIKCPCCN TLTNMT RKKNHTLRYYVCPKNMNASRFVCDFKGINAQTLEDKVLEVC DFYQNQRIYTKIK{AIDK

Al
R KRQR IEM WTLNBEQLIEKLAQSIDAETFREQTQSLRQOEISI SIKNRYQIL INJQNIIQERFTLN LYPYI BINI K K
RIKRQRNIEKHHTLTQEQLIEKLAQGIIDAETFREQTQSLRQQPQRTTSINGHQIQHMIQNI IQKRFTLNILYPYIETIHITKDK
RIKRQRNIEKHHTLTQEQLIEKLAQGIIDAETFREQTQSLRQQPQRTTSINGHQIQHWIQNIIQKRFTLNILYPYIETIHITKDK

MR 000

SILINGIYFKNEPLNIVISQTM |8S I|/rie
NLIGIYFKNEPLNIVNQTMQSSI AT
NLIGIYFKNEPLNIVNQTMQSS I AT

X non conserved
B similar
>50% conserved
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