
Query  42   EAYLEAEIKXXXXXXXXXXXXXXXTVVVKEGDIQQMNPPKXXXXXDMAMLTHLNEXXXXX  101 
            EAYLEAEIK               TVVVKEGDIQQMNPPK     DMAMLTHLNE      
Sbjct  42   EAYLEAEIKENGGGKVTVEVADGKTVVVKEGDIQQMNPPKFDMIEDMAMLTHLNEASVLS  101 
 
Query  102  XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXKGKRRSEAPPHIFXXXXXXXX  161 
                                                   KGKRRSEAPPHIF         
Sbjct  102  NLRKRYANWMIYTYSGLFCVTVNPYKSLPVYKTEVVTAYKGKRRSEAPPHIFSIADNAYH  161 
 
Query  162  XXXXNRENQSMLITGESGAGKTVNTKRVIQYXXXXXXXXXXXXXXXXXXXXTGGTLEDQI  221 
                NRENQSMLITGESGAGKTVNTKRVIQY                    TGGTLEDQI 
Sbjct  162  DMLRNRENQSMLITGESGAGKTVNTKRVIQYFATVAAIGDPMGKKNQPATKTGGTLEDQI  221 
 
Query  222  IQANPALEAFGNAKXXXXXXXXXXXXFIRIHFGTTGKLSSADIEIYLLEKSRVIFQQPGE  281 
            IQANPALEAFGNAK            FIRIHFGTTGKLSSADIEIYLLEKSRVIFQQPGE 
Sbjct  222  IQANPALEAFGNAKTLRNDNSSRFGKFIRIHFGTTGKLSSADIEIYLLEKSRVIFQQPGE  281 
 
Query  282  RSYHIFYQITSGKXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX  341 
            RSYHIFYQITSGK                                                
Sbjct  282  RSYHIFYQITSGKMSELQDMLLVSTNPYDFHFSSQGVVTVDNLDDCEELMATDQAFDILG  341 
 
Query  342  XXXXXXYGAYKLTGAIMHFGNMKXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX  401 
                  YGAYKLTGAIMHFGNMK                                      
Sbjct  342  FISDEKYGAYKLTGAIMHFGNMKFKQKQREEQAETDGTENTDKAAYLMGISSSDLVKGLM  401 
 
Query  402  XXXVKVGNEYVTKXXXXXXXXXAVGALAKGIYXXXXXXXXXXXXXTLDTKLPRXXXXXXX  461 
               VKVGNEYVTK         AVGALAKGIY             TLDTKL R        
Sbjct  402  HPRVKVGNEYVTKGQTVAQVVYAVGALAKGIYDRMFKWLVVRINKTLDTKLSRQFFIGVL  461 
 
Query  462  XXXXXXXXXXXXXXXXXXXXXXXXLQQFFNHHMFVLEQEEYKKXXXXXXXXXXXXXXXXX  521 
                                    LQQFFNHHMFVLEQEEYKK                  
Sbjct  462  DIAGFEIFDLNSFEQLCINFTNEKLQQFFNHHMFVLEQEEYKKEGIDWEFIDFGLDLQAC  521 
 
Query  522  XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXDNHLGKSPNFQ  565 
                                             DNHLGKSPN Q 
Sbjct  522  IDLIEKPLGIMSILEEECMFPKATDMTFKSKLYDNHLGKSPNLQ  565 
 
Query  672  VRCIIPNETKTPGAMDPFLVLHQLRCNGVLEGIRXXXXXXXXXVLYADFK  721 
            VRCIIPNETKTPGAMDPFLVLHQLRCNGVLEGIR         VLYADFK 
Sbjct  672  VRCIIPNETKTPGAMDPFLVLHQLRCNGVLEGIRICRKGFPNRVLYADFK  721 
 
Query  786  ILTLIQARARGKXXXXXXXXXXXXRDALLVIQWNIRXXMTVKNWPWXXXXXXXXXXXXSA  845 
            ILTLIQARARGK            RDALLVIQWNIR  MTVKNWPW            SA 
Sbjct  786  ILTLIQARARGKLMRIEFQKILERRDALLVIQWNIRGFMTVKNWPWMKLFFKIKPLLKSA  845 
 
Query  846  ETEKEMANMKEEFLKXXXXXXXXXXXXXXXXXXQVTLVQEKXXXXXXXXXXXXXXXXXXX  905 
            ETEKEMANMK+EF K                  QVTLVQEK                    
Sbjct  846  ETEKEMANMKDEFQKLKEALEKSEARRKELEEKQVTLVQEKNDLTLQLQAEQDMFADAEE  905 
 
Query  906  RCDLLIKSKIQMEXXXXELTERIEDEEEMNSELTSKKRKLEDECSELKKDIDDLEITLAK  965 
            RCDLLIK+KIQME    +LTERIEDEEEMNSELT+KKRKLEDECSELKKDIDDLEITLAK 
Sbjct  906  RCDLLIKNKIQMESKVKDLTERIEDEEEMNSELTAKKRKLEDECSELKKDIDDLEITLAK  965 
 
Query  966  AEKXXXXXXXXXXNLTEEMASLDDTINKXXXXXKALQEAHQQTLDDLQAEEDKVSTLTKX  1025 
            AEK          NLTEEMASLDDTINK     KALQEAHQQTLDDLQAEEDKV++LTK  
Sbjct  966  AEKEKHATENKVKNLTEEMASLDDTINKLTKEKKALQEAHQQTLDDLQAEEDKVNSLTKM  1025 
 
 



Query  1026  XTKLEQQVDDLEGSLEQEKXXXXXXXXXXXXXXXXXXLTQESLMDAENDKXXXXXXXXXK  1085 
              TKLEQQVDDLEGSLEQEK                  LTQESLMDAENDK         K 
Sbjct  1026  KTKLEQQVDDLEGSLEQEKKVRMDLERAKRKLEGDLKLTQESLMDAENDKQQLEEKLKKK  1085 
 
Query  1086  DFEISQLNSKIEDEQAIVIQLQKXXXELQARIEELEEELEAERAARAKXXXXXXXXXXXX  1145 
             +FEISQ++SKIEDEQAIVIQLQK   ELQARIEELEEELEAERAARAK             
Sbjct  1086  EFEISQMSSKIEDEQAIVIQLQKKIKELQARIEELEEELEAERAARAKVEKQRSDLAREL  1145 
 
Query  1146  XXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXRRDLEEATLHHEATAATLRKKHADTVSEL  1205 
                                            RRDLEEATLHHEATAA+LRKKHADTV+EL 
Sbjct  1146  EELSERLEEAGGASSAQIEMNKKRESEYLKLRRDLEEATLHHEATAASLRKKHADTVAEL  1205 
 
Query  1206  GEQIDNLQRVKQKLEKEXXXXXXXXXXXXXXXXXXXXXXXXXXXLCRTYEDQLNEAKXXX  1265 
             GEQIDNLQRVKQKLEKE                           LCRTYEDQLNE K    
Sbjct  1206  GEQIDNLQRVKQKLEKEKSELKLEADDLSSSMEQLVKAKGISDKLCRTYEDQLNETKTKL  1265 
 
Query  1266  XXXXXXXXXXXXXXXXXXXXXXXXXXLLEEKESLISQLSRXXXXXXXXXXXXXXXXXXXX  1325 
                                       LLEEKESLISQLSR                     
Sbjct  1266  DEMIRQVNDLTTQKGRLQTENGEFGRLLEEKESLISQLSRGKSSFTQQIEDLRKQLDEET  1325 
 
Query  1326  XXXXXXXXXXXXXXHDCDLLREQFDEEQEAKAELQRXXXXXXXXXXXXXXXYETDAIQRT  1385 
                           HDCDLLREQFDEEQEAKAELQR               YETDAIQRT 
Sbjct  1326  KAKNALAHALQSARHDCDLLREQFDEEQEAKAELQRSLSKGNAEVAMWRNKYETDAIQRT  1385 
 
Query  1386  EELEEAKKKLXXXLQEAEEAVEAVNAKXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX  1445 
             EELEEAKKKL   LQEAEEAVEA NAK                                  
Sbjct  1386  EELEEAKKKLAARLQEAEEAVEAANAKCASLEKTKHRLQSELEDMMIDLERSNAAAAAMD  1445 
 
Query  1446  XXXXNFDKILSDWKQKYEEAQAELEASQKEARSLSTELFKLKNAYEEVLDILETVKRENK  1505 
                 NFDKI++DWKQKYEEAQAELE+SQKEARSLSTELFKLKNAYEEVLDILETVKRENK 
Sbjct  1446  KKQRNFDKIIADWKQKYEEAQAELESSQKEARSLSTELFKLKNAYEEVLDILETVKRENK  1505 
 
Query  1506  XXXXXXXXXXXXXXXXXXXXXXXXXXXXQVEQEKSEVQVALEEAEGALEHEESKTLRFQL  1565 
                                         QVEQEKSEVQVALEEAEGALEHEESKTLRFQL 
Sbjct  1506  NLQEEISDLTDQISEGNKSLHEIEKVKKQVEQEKSEVQVALEEAEGALEHEESKTLRFQL  1565 
 
Query  1566  ELSQIKAEMERKLSEKDEETENIRXXXQRIIESLQSNLESEAKXXXXXXXXXKKMEGDLN  1625 
             EL+QIKAE +RKL+EKDEETEN+R   QRIIESLQSNLESEAK         KKMEGDLN 
Sbjct  1566  ELAQIKAEFDRKLAEKDEETENVRRNLQRIIESLQSNLESEAKSRNEAVRLKKKMEGDLN  1625 
 
Query  1626  EMEIQLSHATRQATEATKXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXXX  1685 
             EMEIQLSH+TRQATEATK                                           
Sbjct  1626  EMEIQLSHSTRQATEATKALRNLQAQYKDLQVQYDDTLHLSEDLKEQAAVIERRNNLLQS  1685 
 
Query  1686  XXXXLRAGLDQTEXXXKLAEQELLEATERVNLLHSQNTSLINQKKKLEXXXXXXXXXXXX  1745 
                 LRA LDQTE   KL+EQELLE+TERVNLLHSQNTSLINQKKKLE             
Sbjct  1686  ELDELRAALDQTERARKLSEQELLESTERVNLLHSQNTSLINQKKKLENDINHMQNEVEE  1745 
 
Query  1746  XXXXXXXXXXXXXKAITDAAMMAEELKXXXXXXXXXXXXXXNMEQTIKDLQKRLDEAEQI  1805 
                          KAITDAAMMAEELK              NMEQTIKDLQKRLDEAEQI 
Sbjct  1746  SVQECRNAEDKAKKAITDAAMMAEELKKEQDTSAHLERMKKNMEQTIKDLQKRLDEAEQI  1805 
 
Query  1806  ALKGGKKQIQKLEXXXXELENELESEQRXXXXXXXXXXXXXXXXXELTYQAEEDKXNLTR  1865 
             A+KGGKKQIQKLE    ELENELE EQR                 ELTYQ EEDK NL R 
Sbjct  1806  AMKGGKKQIQKLESRVRELENELEGEQRRNAESLKGFRKFERRIKELTYQGEEDKKNLIR  1865 
 
 



Query  1866  MQDLIDKLQLKXXXXXXXXXXXXXXXXXXXXXXXKMQHELDDAQERADIAESQVNK  1921 
             MQDLIDKLQLK                       K+QHELDDAQERADIAESQVNK 
Sbjct  1866  MQDLIDKLQLKVKSYKHQAEEASEQANQYLSKYKKLQHELDDAQERADIAESQVNK  1921 
 
 
Supplemental figure 1: BLAST alignment between the partial sequence of toad MHC and 
Xenopus cardiac MHC. Blast analysis was performed using the partial sequence of toad MHC 
derived from LC-MS/MS analyses as query against the non-redundant protein sequences (nr) 
database. The default settings were used in search parameters. The alignment is shown between 
the query and the top hit: myosin, heavy polypeptide 15 [Xenopus laevis] NP_001085151.1 and 
GI: 148222862. Because of the long strings of unidentified amino acids, marked as “x”, present in 
the middle of the query sequence, the alignment was displayed in three segments in Blast result: 
from amino acid 42-565, 672-721 and 786-1921.  


