
Sll1336    MADDIRILMCPPDHYDVDYVINPWMEGNIHKSSQERAVEQWKKLHQTIKECAIVDLVKPA 60 
ArcA       ------------------------MSTEKTKLG----------VHSEAGKLRKVMVCSPG 26 
                                   *. :  * .          :*.   :   * : .*. 
 
Sll1336    KGWPDMVFTANAGLVLGENVVLSRFYHKERQGEEPYFKAWFEENGFTVYELPQDLPFEGA 120 
ArcA       LAHQRLTPSNCDELLFDDVIWVN-----QAKRDHFDFVTKMRERGIDVLEMHNLLTET-- 79 
            .   :. :    *::.: : :.     : : :.  * : :.*.*: * *: : *.     
 
Sll1336    GDALFDREGRWLWAGYGFRSELDSHPYIAKWLDTEVVSLRLIDERFYHLDTCFCPLSGGY 180 
ArcA       -----------------IQNPEALKWILDRKITADSVGLGLTSELRSWLESLEPRKLAEY 122 
                            ::.    :  : : : :: *.* * .*    *::      . * 
 
Sll1336    LLYYPPAFDAYSNRVIEMRIPPEKRIIVEELDAVNFACNAVNVNDIIIMNLVSRTLKEKL 240 
ArcA       LIGG---------------------VAADDLPASEGAN-------------ILKMYREYL 148 
           *:                       : .::* * : *              : :  :* * 
 
Sll1336    AEAGFKVRETPLTEFLKAGGAAKCLTLRVTEPILPDVHATVSIESRVIRMEGHLLDAGIL 300 
ArcA       GHSSFLLPPLPNTQFTRDTTCWIYGGVTLNPMYWPARRQETLLTTAIYKFHPEFANA--- 205 
           ..:.* :   * *:* :   .     : :.    *  :  . : : : ::. .: :*    
 
Sll1336    NQALDLVVENSGSFRVLNFNLGVERNSTSSAEVRVSAPSHQIMEEIMTELIDLGAVPPPQ 360 
ArcA       ------------EFEIWYGDPDKDHGSSTLEGGDVMPIGN------GVVLIGMGERSSRQ 247 
                       .*.:   : . ::.*::     * . .:       . **.:*  .. * 
 
Sll1336    ELCDINTETVTQGGVAPDDFYVSTIYPTEVRVNCEWVQVTGQRMDAAIVVTSNPPSARCV 420 
ArcA       AIGQVAQSLFAKG--AAERVIVAGLPKSRAAMHLDTVFSFCDRD----LVTVFPEVVKEI 301 
           : ::  . .::*  *.: . *: :  :.. :: : *    :*     :**  *  .: : 
 
Sll1336    LLRDLQVGDRVMVGVEGIRTIKKVESHEGGTRKENKEFAFMAAGVSSERRVELLVEQIAW 480 
ArcA       VPFSLRPDPSSPYGMN----IRREE-------KTFLEVVAESLGLKKLRVVETGGNSFAA 350 
           :  .*: .     *::    *:: *       *   *..  : *:.. * **   :.:*  
 
Sll1336    EMRQIRDQGGKIVVTAGPVVIHTGGAQHLSHLVREGYVHALLGGNAIAVHDIEQATMGTS 540 
ArcA       EREQWDDGNNVVCLEPGVVVGYD----------RNTYTNTLLRKAGVEVITISASELGRG 400 
           * .*  * .. : : .* ** :           *: *.::**   .: *  *. : :* . 
 
Sll1336    LGVDMQRGIPVRGGHRHHLKIINSVRRYGGIRQAVEAGFISKGVMYECVKNNIPYCLAGS 600 
ArcA       R----------GGGHCMTCPIVRDPIDY-------------------------------- 418 
                       ***     *:..   *                                 
                                    Predicted transmembrane helix 
Sll1336    IRDDGPLPDTEMNLVRAQSRYSELIQGADMILMLSSMLHSIGVGNMTPSGVKMVCVDINP 660 
ArcA       ------------------------------------------------------------ 
                                                                        
                    Predicted transmembrane helix 
Sll1336    AVVTKLSDRGSVESVGVVTDVGLFLSLLVRQLQQLTRPYSLAETL 705 
ArcA       --------------------------------------------- 
 


