
 
 

PpHac1   1 -------------------------------------------------------------------------------- 

ScHac1   1 -------------------------------------------------------------------------------M 

YlHac1   1 -----------MSIKREESFTPTPEDLGSPLTAD---------------------------------------------- 

AnHacA   1 MKSADRFSPVKMEDAFANSLPTTPSLEVPVLTVSPADTSLQTKNVVAQT------------------------------- 

TrHac1   1 MAFQQSSPLVKFEASPAESFLSAPGDNFTSLFADSTPSTLNPRDMMTPDSVADIDSRLSVIPESQDAEDDESHSTSATAP 

 

PpHac1   1 -----MPVDSS-------HKTASPLPPRKRAKTEEEKEQRRVERILRNRRAAHASREKKRRHVEFLENHVVDLESALQES 

ScHac1   2 EMTDFELTSNSQSNLAIPTNFKSTLPPRKRAKTKEEKEQRRIERILRNRRAAHQSREKKRLHLQYLERKCS--------- 

YlHac1  24 -SPGSPESGDKRKKDLTLPLPAGALPPRKRAKTENEKEQRRIERIMRNRQAAHASREKKRRHLEDLEKKCS-------EL 

AnHacA  50 KPEEKKPAKKRKSWGQELPVPKTNLPPRKRAKTEDEKEQRRIERVLRNRAAAQTSRERKRLEMEKLESEK-------IDM 

TrHac1  81 STSEKKPVKKRKSWGQVLPEPKTNLPPRKRAKTEDEKEQRRVERVLRNRRAAQSSRERKRLEVEALEKRNKELETLLINV 

 

PpHac1  69 AKATNKLKEIQDIIVSRLEALGG----TVSDLDLTVPEVDFPKSSDLEPMSD-----------------LSTSSKSEKAS 

ScHac1  73 LLENLLNSVNLEKLADHEDALT---------CSHDAFVASLDEYRDFQSTRG--------------------ASLDTRAS 

YlHac1  96 SSENNDLHHQVTESKKTNMHLM---------EQHYSLVAKLQQLSSLVNMAK------------------SSGALAGVDV 

AnHacA 123 EQQNQFLLQRLAQMEAENNRLS---------QQVAQLSAEVRGSRHSTPTSS------------------SPASVSPTLT 

TrHac1 161 QKTNLILVEELNRFRRSSGVVTRSSSPLDSLQDSITLSQQLFGSRDGQTMSNPEQSLMDQIMRSAANPTVNPASLSPSLP 

 

PpHac1 128 TSTRRSLTEDLDEDDVAEYDDEEEDEELPRKMKVLNDKNKSTSIKQEKLNELPSPLSSDFS---------------DVDE 

ScHac1 124 -------------------------------SHSSSDTFTPSPLNCTMEPATLSPKSMR-------------------DS 

YlHac1 149 P-------------------DMSDVSMAPKLEMPTAAPSQPMGLASAPTLFNHDNETVVPDSP-------------IVKT 

AnHacA 176 PTLFK---------QEGDEVPLDRIPFPTPSVTDYSPTLKPSSLAESPDLTQHPAVSVG-----------------GLEG 

TrHac1  241 PISDKEFQTKEEDEEQADEDEEMEQTWHETKEAAAAKEKNSKQSRVSTDSTQRPAVSIGGDAAVPVFSDDAGANCLGLDP 

 

PpHac1 193 EKSTLTHLKLQQQQQQPVDNYVSTPLSLPEDSVDFIN------------------PGNLKIESDENFLLSSNTLQIKHEN 

ScHac1 154 ASDQETSWELQMFKTENVPESTTLPAVDNNNLFDAVA-----------------SPLADPLCDDIAG------NSLPFDN 

YlHac1 197 EEVDSTNFLLHTESSSPPELAESTGSGSPSSTLSCDE---------------------TDYLVDRARHPAASAQDFIFIK 

AnHacA 230 DESALTLFDLGASIKHEPTHDLTAPLSDDDFRRLFNG----DSSLESD-----SSLLEDGFAFDVLD--SGDLSAFPFDS 

TrHac1 321 VHQDDGPFSIGHSFGLSAALDADRYLLESQLLASPNASTVDDDYLAGDSAACFTNPLPSDYDFDINDFLTDDANHAAYDI 

 

PpHac1 255 DTDYITTAPSGSINDFFNSYDISESNRLHHPAAPFTANAFDLNDFVFFQE-- 

ScHac1 211 SIDLDNWRNP---------------------EAQSGLNSFELNDFFITS--- 

YlHac1 256 DEPVDDELGLHGLSDDFTLFEDNKQPAQHDFIADLAHYESSVSNLFGGLE-- 

AnHacA 299 MVDFDTEPVTLEDLEQTNGLSDSASCKAASLQPSHGASTSRCDGQGIAAGSA 

TrHac1 401 VAASNYAAADRELDLEIHDPENQIPSRHSIQQPQSGASSHGCDDGGIAVGV- 

 

 


	Page 1

