
CLUSTAL O(1.2.4) multiple sequence alignment 
 
 
sp|Q9UQF0|SYCY1_HUMAN      MALPYHIFLFTVLLP--------------------------------------------- 15 
QHD43416.1                 ------MFVFLVLLPLVSSQCVNLTTRTQLPPAYTNSFTRGVYYPDKVFRSSVLHSTQDL 54 
                                 :*:* ****                                              
 
sp|Q9UQF0|SYCY1_HUMAN      ------------------------------------------------------------ 15 
QHD43416.1                 FLPFFSNVTWFHAIHVSGTNGTKRFDNPVLPFNDGVYFASTEKSNIIRGWIFGTTLDSKT 114 
                                                                                        
 
sp|Q9UQF0|SYCY1_HUMAN      ------------------------------------------------------------ 15 
QHD43416.1                 QSLLIVNNATNVVIKVCEFQFCNDPFLGVYYHKNNKSWMESEFRVYSSANNCTFEYVSQP 174 
                                                                                        
 
sp|Q9UQF0|SYCY1_HUMAN      ------------------------------------------------------------ 15 
QHD43416.1                 FLMDLEGKQGNFKNLREFVFKNIDGYFKIYSKHTPINLVRDLPQGFSALEPLVDLPIGIN 234 
                                                                                        
 
sp|Q9UQF0|SYCY1_HUMAN      ------------------------------------------------------------ 15 
QHD43416.1                 ITRFQTLLALHRSYLTPGDSSSGWTAGAAAYYVGYLQPRTFLLKYNENGTITDAVDCALD 294 
                                                                                        
 
sp|Q9UQF0|SYCY1_HUMAN      ------------------------------------------------------------ 15 
QHD43416.1                 PLSETKCTLKSFTVEKGIYQTSNFRVQPTESIVRFPNITNLCPFGEVFNATRFASVYAWN 354 
                                                                                        
 
sp|Q9UQF0|SYCY1_HUMAN      ------------------------------------------------------------ 15 
QHD43416.1                 RKRISNCVADYSVLYNSASFSTFKCYGVSPTKLNDLCFTNVYADSFVIRGDEVRQIAPGQ 414 
                                                                                        
 
sp|Q9UQF0|SYCY1_HUMAN      ------------------------------------------------------------ 15 
QHD43416.1                 TGKIADYNYKLPDDFTGCVIAWNSNNLDSKVGGNYNYLYRLFRKSNLKPFERDISTEIYQ 474 
                                                                                        
 
sp|Q9UQF0|SYCY1_HUMAN      ---------------------------------------SFTLTAPPPCRCMTSS----- 31 
QHD43416.1                 AGSTPCNGVEGFNCYFPLQSYGFQPTNGVGYQPYRVVVLSFELLHAPATVCGPKKSTNLV 534 
                                                                  ** *   *   *  ..      
 
sp|Q9UQF0|SYCY1_HUMAN      -------------------------SPYQEFLWRMQ------------------------ 42 
QHD43416.1                 KNKCVNFNFNGLTGTGVLTESNKKFLPFQQFGRDIADTTDAVRDPQTLEILDITPCSFGG 594 
                                                     *:*:*   :                          
 
sp|Q9UQF0|SYCY1_HUMAN      ----RP-------------------------GNIDAPSYRSLSKGTPTFTAHTHMPRNCY 73 
QHD43416.1                 VSVITPGTNTSNQVAVLYQDVNCTEVPVAIHADQLTPTWRVYSTGSNVFQ---------- 644 
                                *                         .:  :*::*  *.*: .*            
 
sp|Q9UQF0|SYCY1_HUMAN      HSATLCMHANTHYWTGKMINPSCPGGLGVTVCWTYFTQTGMSDGGGVQDQAREKHVKEVI 133 
QHD43416.1                 -TRAGCLIGAEHVN----NSYECDIPIGAGICASYQTQTNSPRRAR------SVASQSII 693 
                            : : *: .  *       . .*   :*. :* :* ***.    .       .   :.:* 
 
sp|Q9UQF0|SYCY1_HUMAN      SQLTRVHGT--SSPYKGLDLSKLHETLRTHTRLVSLFNTTLTGLHEVSAQNPTNCWICLP 191 
QHD43416.1                 AY-TMSLGAENSVAYSNNSIA-------IPTNFTISVTTEILPVSMTKTSVDCTMYICGD 745 
                           :  *   *:  *  *.. .::         *.:.  ..* :  :  ..:.   . :**   
 
sp|Q9UQF0|SYCY1_HUMAN      LNFRPYVSIPVPEQWNNFSTEINTTSVLVGPLVSNLEITHTSNLTCVKFSNTTYTTNSQC 251 
QHD43416.1                 STEC----SNLLLQYGSFCTQLNRAL--TGIA-----VEQDKNTQ------EVFAQV--K 786 
                            .        :  *:..*.*::* :   .*       : : .*         .::      
 
sp|Q9UQF0|SYCY1_HUMAN      IRWVTPPTQI-------------------VC----------L-PSGIFFVCGTSAYRCLN 281 
QHD43416.1                 QIYKTPPIKDFGGFNFSQILPDPSKPSKRSFIEDLLFNKVTLADAGFIKQY----GDCLG 842 
                             : *** :                                *  :*::         **. 
 
sp|Q9UQF0|SYCY1_HUMAN      GS--SESMCFLSF----LVPPMTIYTEQDLYSYVISKPRNKRVPILPFVIGAGVLG---- 331 
QHD43416.1                 DIAARDLICAQKFNGLTVLPPLLT--DEMIAQYTSALLAGT--ITSGWTFGAGAALQIPF 898 
                           .    : :*  .*    ::**:    :: : .*. :   ..      :.:***.       
 
sp|Q9UQF0|SYCY1_HUMAN      --ALGTGIGGITTSTQFYYKL----SQELNGDMERVADSLVTLQDQLNSLAAVVLQNRRA 385 
QHD43416.1                 AMQMAYRFNGIGVTQNVLYENQKLIANQFNSAIGKIQDSLSSTASALGKLQDVVNQNAQA 958 
                              :.  :.** .: :. *:     ::::*. : :: *** :  . *..*  ** ** :* 
 
sp|Q9UQF0|SYCY1_HUMAN      LDLLTAERG--------------------------------------------------- 394 
QHD43416.1                 LNTLVKQLSSNFGAISSVLNDILSRLDKVEAEVQIDRLITGRLQSLQTYVTQQLIRAAEI 1018 
                           *: *. : .                                                    
 
sp|Q9UQF0|SYCY1_HUMAN      -----------GTCLFL------------------------------------------- 400 
QHD43416.1                 RASANLAATKMSECVLGQSKRVDFCGKGYHLMSFPQSAPHGVVFLHVTYVPAQEKNFTTA 1078 
                                      . *::                                             
 
sp|Q9UQF0|SYCY1_HUMAN      ------------------------------------------------------------ 400 
QHD43416.1                 PAICHDGKAHFPREGVFVSNGTHWFVTQRNFYEPQIITTDNTFVSGNCDVVIGIVNNTVY 1138 
                                                                                        
 
sp|Q9UQF0|SYCY1_HUMAN      -----------GEECCYYVN----------QSGIV---------TEKVKEIRDRIQRRAE 430 
QHD43416.1                 DPLQPELDSFKEELDKYFKNHTSPDVDLGDISGINASVVNIQKEIDRLNEVAKNLNESLI 1198 
                                       *   *: *           ***           ::::*: ..::.    
 
sp|Q9UQF0|SYCY1_HUMAN      ELRNTGPWGLLSQ--WMPWILPFLGPLAAIILLLLFGPCIFN------------LLVNFV 476 
QHD43416.1                 DLQELGKYEQYIKWPWYIWLG-FIAGLIAIVMVTIMLCCMTSCCSCLKGCCSCGSCCKFD 1257 
                           :*:: * :    :  *  *:  *:. * **::: ::  *: .               :*  
 
sp|Q9UQF0|SYCY1_HUMAN      SSRIEAVKLQMEPKMQSKTKIYRRPLDRPASPRSDVNDIKGTPPEEISAAQPLLRPNSAG 536 
QHD43416.1                 EDD-------SEPVLKGVKLHYT------------------------------------- 1273 
                           ..         ** ::. .  *                                       
 
sp|Q9UQF0|SYCY1_HUMAN      SS 538 
QHD43416.1                 -- 1273 
                              


