
Dm  1   MDSKRAALESGDGPDAKRLDTTDDQDK--EASGGDGSQVMLAKHVAPYTG  
Da  1   MDSKRAALETGDGPDAKRMATAEEQEKPEELLPGDGNQIALGKHIPPYTG  
Dp  1   MDLKRCPPAIGIGADSKRPKKNN-QDK-GIEIPGDGN---P-QNLPPCSP  
 
Dm  49  HGCTPPM-ESYLFEPTPAGSQLLPWKTS--VDLDND----AELEKPTS-D  
Da  51  NGCSPSM-ESFMFQQTPAGSQLLPWATAECQTSEND----LDLDKSTSGN  
Dp  45  DNCSVSLPESHVSPKTAVGAQPGSWQAET-INSDCDTGSLSEFDRNSLWK  
 
Dm  91  KKPDTA--KLSRRELAKMRREHTLRALALERELTNKPGQTPASEVLLVRF  
Da  96  KKTEAANSKLSRRELAKLRREHTMRALALERELTVKPGHGQPSVVLLIRF  
Dp  94  KDIHGN--KLSRREMARVRRMESLKCLELERELGSKSCEDTASVVLFIRF  
 
Dm  139 PDPEITAPMLAGLSKDIRDVVLPISVAPRYCLVHLKAGADVEATICDINR  
Da  146 PDPEITAPMLAGLSKDIRDVVLPSSVAPRYCLVHLKPGADVEATIADINK  
Dp  142 PDPEISTAMVAGLSPAIRDVGVPSQLEPRYCMVHLKIGADVDSTISEINQ  
 
Dm  189 VRFGTGHLRAELKPFSDEEQAEFIDPCSLYVGNIPFNMTTSAIKAYFANA  
Da  196 VRFGGGYLQAEHKPFSDEEQAEFIDPCSLYVSNIPFNMATSAIKAYFTHA  
Dp  192 VRFGNGFLVAERKEYSAEEEAKLIDPCSLYVSNIPFHMTTSAIKGFFVRS  
 
Dm  239 MRVDIGVLKREKRARYAFVRYASPDQTMEAFKELVDSP-LNSRTLTVRYR  
Da  246 MRVDIGVLKREKRARYAFVRYASPEVTMDAFRELVGSP-LNSRTLTVRYR  
Dp  242 MRVDVGVLRTEKRARYAFVRYATTELAREAFRELSRSPCLSNRTLTVRFR  
 
Dm  288 RLRKRAGMPMVQCATSFQALQSPNGDDD---NTDCKVISPPPLESIIISD  
Da  295 RLRKRAGLPTVQCTNSNLTITSPVGDDD---NADCKVISTPPMESITISD  
Dp  292 RIKKRPGQFKLQPNPSNLTINTLATDDDDAADADCKVISPPPVESITISD  
 
Dm  335 SD-NCSDSSGNGKEDGKRKKKINEQEREIEKLKRQMAEYGAIIKSLQFRQ  
Da  342 SD-NCSDSSADAGGRRRRKNKMTDHEKEIQKLKRQMAEYGSIIKNLQVRQ  
Dp  342 SDGNCSDSNGATKEKAKRKSKMTEHEMEIQKLKLQMAEYGAIIKSLQARQ  
 
Dm  384 NSLEDTFIPDLTPKVEPSVNPTGCL--LGSNAVHLMRDIKKECDYLGIP-  
Da  391 N-IGDLIIANLPPKEEPCANPSACIPVLGSTAVHLMRDIKTERAYLGIPD  
Dp  392 D------ISDLSPKLEPSSYPEMCRHARVPTPVHLIQDIKAECAYLGLP-  
 
Dm  430 ----DPVPATKPTTQAQD---DSQKKAKRSCFGRLFTGPF---RRGTSAM  
Da  440 EGTPDPEPAHKPTTQPEEV--HADDRIKTKSPARRR KSAK---QTQEKTK  
Dp  435 EVTAEHEPAFRPTTLPIDKPGQNDDPKKTKSLARLAKSPKPADEKTTASK  
 
Dm  471 KTADEYEKDDRLEELYAQLERDPDP  
Da  485 ASTASPDKEGRLEELYAQLESDAET  
Dp  485 ATQASPEKDARLEELYAQLETDIDT  
 


