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425-MSYRDQVVQFILKNTNGISL S.c.
441-PMFLDQVAKFIIDNTKGQML H.s
447-QAYLDQVANFIIKNSEGPVL D.m.

Helix α1

b.

S.c. ----------------MGYQLSATLKGHDQDVRDVVAVDDSKVA-----SVSRDGTVRLWS 40 
S.p. ---------------MTSYELSRELGGHKQDVRGVCSISNELIG-----SASRDGTYSVWE  
H.s. -----------MTSGATRYRLSCSLRGHELDVRGLVCCAYPPG---AFVSVSRDRSSRLWV  
X.l. ------MSQAGRDGGDSCYRLRCSLLGHELDVRGVARCPLWPGE--GFVSVSRDRSSRLWV  
D.m. -----------MEPSLDNYKLSCELLGHSMDVRAVAVGPPTPEGRQTILSGSRDKSTKVWK  
C.e. MADDGLGDVPMETESMPQYTISHVIEAHKSDTKALAVTQGGCLIS-----GGRDETVKFWA  
 
 
           KDD----QWLGTVVYTGQGFLNSVCYDSEKELLLFGGKDTMIN--GVPLFATSGE 89 
           QING---EWTPHFYENHEGFVNCVCYVPAIDKNSRGGQ KCG-----ILQEVGTN  
           PDSPNRSFTEMHCMSGHSNFVSCVCIIPSSDIYPHGLIATGGNDHNICIFSLDSP  
           PDSPNRGFIELQRMSGHSNFVSCVCILPPSDLYPRGLIATGGNDQNICVFSLDSE  
           PHG--NEYLESLTLQDHKNFISYICFLES-----ERWICTASNDATICIYKQDGF 
           KKGK----QYTKTHAFEQPKGITVNSIAYAELADGWRLFVGRRDGTIAVFGPSQA 
 
 
                            DPLYTLIGHQGNVCSLS-FQD-GVVISGSWDKTAKVWK 125 
                            SPSYYLFGHESNICSAS-ALNSETIITGSWDSTARVWA 
                            MPLYILKGHKNTVCSLSSGKFG-TLLSGSWDTTAKVWL 
                            KPLYTLKGHKNTVCSLSSGKFG-TLLSGSWDTTGKVWL 
                            VPLLTLKGHESTVCALSAGLEPRSLISGSWDKTARVWT 
                            EPYAIFNEHKQNVCCLHINEKATHMLSGSWDSNVIIWP 
 
 
                   E------GSLVYNLQAHNASVWDAKVVSFSENKFLTASADKTIKLWQ 166 
                   L------GQCKYVLKGHQSSVW--AVLALGEDIFITGSADKLIKIWN 
                   N------DKCMMTLQGHTAAVWAVKILPE-QGLMLTGSADKTVKLWK 
                   N------DKCMMTLQGHTAAVWAVKILPE-QGLMLTGSADKSIKLWK 
                   ISEAG--DVSFVALEGHEAAVWAVATLKE-QRKYVTGGADRNIYYWN 
                   ITELNSSSFTTIVCPGHTLSVWALASFPDLPNTYLSASADKTIRMWF 
 
 
                          NDKVIKTFSGIHNDVVRHLAVVDDGHFISCSNDGLIKLVD 206 
                          GEKLVKSIL-AHNDCVRSLCQIPGG-FASCSNDGVIKLWT 
                          AG-RCERTFSGHEDCVRGLAILSETEFLSCANDASIRRWQ 
                          AG-RCEMTFLGHEDCVRGLATINDTEFLSCSNDASVRRWL 
                          AKGEKLRLLKGHTDCVRGVMGLDANTLLSCGNDAVLRFWN 
                          GD-TTLSVFKGHTDVVRALVVLSSSHFLSAGNDGHIIHWD 
 
                                       
                     MHT-GDVLRTYEGHESFVYCIKLLPNG--DIVS-CGEDRTVRIWS 266 
                     SD--GEFLYELHGHTSFVYSLTYIHNQ--QLIASCGEDRTIRIWK 
                     IT--GECLEVYYGHTNYIYSISVFPNC--RDFVTTAEDRSLRIWK 
                     IT--GECLQIYYGHTNYIYSVCLFPNS--QDFVTTSEDRSIRIWR 
                     ED--GECVREMNGHSNYIYSMARNEALGDQVVVSCGEDSTLRMWN 
                     VASASILRKFATQAHEFIYSMTLSDS----HILTTGEDGTLEFWA 
 
 
                  KENG-------SLKQVITLPAISIWSVDCMSNGDIIVGSSDNLVRIFS 288 
                  GKE---------CLQCITLPTTSVWSVSSLPNGDLVCGSSDGFVRIFT 
                  HG---------ECAQTIRLPAQSIWCCCVLDNGDIVVGASDGIIRVFT 
                  KG---------ECTQTIRLPAQSVWCCCVLDNGDIVVGASDGIIRVFT 
                  VITGD------ELGAPIIHPGISVWSVTCLQNGDIVTGCSDGVVRVFS 
                  IDGGKDGNLAIVSEAVIQLPTTNTWDAKVLLNSDIAVAGSDGRIYIMT 
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