
 

Protein sequence alignment between Aplysia AChBP and chick α4 and β2 nAChR subunits 
 
alpha-4                    MGFLVSKGNLLLLLCASIFPAFGHVETRAHAEERLLKKLFS--GYNKWSR 48 
beta-2                     MALLR-----VLCLLAALRRSL-----CTDTEERLVEYLLDPTRYNKLIR 40 
AChBP                      --------------------------HSQANLMRLKSDLFN----RSPMY 20 
                                                            ** . *:.    ..    
 
alpha-4                    PVANISDVVLVRFGLSIAQLIDVDEKNQMMTTNVWVKQEWHDYKLRWDPQ 98 
beta-2                     PATNGSQLVTVQLMVSLAQLISVHEREQIMTTNVWLTQEWEDYRLTWKPE 90 
AChBP                      PGPTKDDPLTVTLGFTLQDIVKADSSTNEVDLVYYEQQRWKLNSLMWDPN 70 
                           * .. .: : * : .:: :::....  : :    :  *.*.   * *.*: 
 
alpha-4                    EYENVTSIRIPSELIWRPDIVLYNNADGDFAVTHLTKAHLFYDGRIKWMP 148 
beta-2                     DFDNMKKVRLPSKHIWLPDVVLYNNADGMYEVSFYSNAVISYDGSIFWLP 140 
AChBP                      EYGNITDFRTSAADIWTPDITAYSSTR-PVQVLSPQIAVVTHDGSVMFIP 119 
                           :: *:...* .:  ** **:. *..:     *     * : :** : ::* 
 
alpha-4                    PAIYKSSCSIDVTFFPFDQQNCKMKFGSWTYDKAKIDLVSMHSHVDQLDY 198 
beta-2                     PAIYKSACKIEVKHFPFDQQNCTMKFRSWTYDRTEIDLVLKSEVASLDDF 190 
AChBP                      AQRLSFMCDPTGVDS-EEGATCAVKFGSWVYSGFEIDLKTDTDQVDLSSY 168 
                           .   .  *.        :  .* :** **.*.  :***    . ..  .: 
 
alpha-4                    WESGEWVIINAVGNYNSKKYECCTEIYPDITYSFIIRRLPLFYTINLIIP 248 
beta-2                     TPSGEWDIVALPGRRNENPDDST---YVDITYDFIIRRKPLFYTINLIIP 237 
AChBP                      YASSKYEILSATQTRQVQHYSCCPEPYIDVNLVVKFRER----------- 207 
                             *.:: *:      : :  ..    * *:.  . :*.             
 
alpha-4                    CLLISCLTVLVFYLPSECGEKITLCISVLLSLTVFLLLITEIIPSTSLVI 298 
beta-2                     CILITSLAILVFYLPSDCGEKMTLCISVLLALTVFLLLISKIVPPTSLDV 287 
AChBP                      -------------------------------------------------- 
                                                                              
alpha-4                    PLIGEYLLFTMIFVTLSIIITVFVLNVHHRSPRTHTMPDWVRRVFLDIVP 348 
beta-2                     PLVGKYLMFTMVLVTFSIVTSVCVLNVHHRSPTTHTMPPWVRTLFLRKLP 337 
AChBP                      ----------------------------------RAGNGFFRNLFD---- 219 
                                                             ::   :.* :*      
alpha-4                    RLLFMKRPSTVKDNCKKLIESMHKLTNSPRLWSETDMEPNFTTSSSPSPQ 398 
beta-2                     ALLFMKQP---QQNCAR-----QRLRQRR--------------------Q 359 
AChBP                      -------------------------------------------------- 
                                                                              
alpha-4                    SNEPSPTSSFCAHLEEPAKPMCKSPSGQYSMLHPEPPQVTCSSPKPSCHP 448 
beta-2                     TQERAAAATLFLRAGARACACYANPG------------------------ 385 
AChBP                      -------------------------------------------------- 
                                                                              
alpha-4                    LSDTQTTSISKGRSLSVQQMYSPNKTEEGSIRCRSRSIQYCYLQEDSSQT 498 
beta-2                     -----------------------AAKAEGLNGYRER-------------- 398 
AChBP                      -------------------------------------------------- 
                                                                              
alpha-4                    NGHSSASPASQRCHLNEEQPQHKPHQCKCKCRKGEAAGTPTQGSKSHSNK 548 
beta-2                     QGQGPDPPAPCGCGLEE--------------------------------- 415 
AChBP                      -------------------------------------------------- 
                                                                              
alpha-4                    GEHLVLMSPALKLAVEGVHYIADHLRAEDADFSVKEDWKYVAMVIDRIFL 598 
beta-2                     -------------AVEGVRFIADHMRSEDDDQSVSEDWKYVAMVIDRLFL 452 
AChBP                      -------------------------------------------------- 
                                                                              
alpha-4                    WMFIIVCLLGTVGLFLPPWLAGMI--------------- 622 
beta-2                     WIFVFVCVFGTVGMFLQPLFQNYATNSLLQLGQGTPTSK 491 
AChBP                      ---------------------------------------                                    


