LHCGR / mLhr CLUSTAL O(1.2.1) partial sequence alignment


LHCGR                                      LEATLTYPSHCCAFRNLPTKEQNFSHSI 296

mLhr                                       LVATLTYPSHCCAFRNLPKKEQNFSFSI 300
                                                             .      .
                           
LHCGR      SENFSKQCESTVRKVNNKTLYSSMLAESELSGWDYEYGFCLPKTPRCAPEPDAFNPCEDI 356                                                
mLhr       FENFSKQCESTVREANNETLYSAIFEENELSGWDYDYDFCSPKTLQCTPEPDAFNPCEDI 360

                        :.  :    :::  .       :         : :




TM1

    IL1


TM2
LHCGR      MGYDFLRVLIWLINILAIMGNMTVLFVLLTSRYKLTVPRFLMCNLSFADFCMGLYLLLIA 416                                        
mLhr       MGYAFLRVLIWLINILAIFGNLTVLFVLLTSRYKLTVPRFLMCNLSFADFCMGLYLLLIA 420

                             :  :
         

EL1


TM3


IL2
LHCGR      SVDSQTKGQYYNHAIDWQTGSGCSTAGFFTVFASELSVYTLTVITLERWHTITYAIHLDQ 476                                                             
mLhr       SVDSQTKGQYYNHAIDWQTGSGCSAAGFFTVFASELSVYTLTVITLERWHTITYAVQLDQ 480

                                   :                              ::
                             TM4



EL2                                   
LHCGR      KLRLRHAILIMLGGWLFSSLIAMLPLVGVSNYMKVSICFPMDVETTLSQVYILTILILNV 536                                                                                    
mLhr       KLRLRHAIPIMLGGWIFSTLMATLPLVGVSSYMKVSICLPMDVESTLSQVYILSILLLNA 540

                          :  : :         .       :     :        :  :
                    TM5


IL3


TM6




LHCGR      VAFFIICACYIKIYFAVRNPELMATNKDTKIAKKMAILIFTDFTCMAPISFFAISAAFKV 596                                                 
mLhr       VAFVVICACYVRIYFAVQNPELTAPNKDTKIAKKMAILIFTDFTCMAPISFFAISAAFKV 600

              .:     ::     :
            
EL3

TM7           
LHCGR      PLITVTNSKVLLVLFYPINSCANPFLYAIFTKTFQRDFFLLLSKFGCCKRRAELYRRKDF 656





                      
mLhr       PLITVTNSKVLLVLFYPVNSCANPFLYAVFTKAFQRDFFLLLSRFGCCKHRAELYRRKEF 660

                            :          :   :          :     :        :

LHCGR      SAYTSNCKNGFTGSNKPSQSTLKLSTLHCQGTALLDKTRYTEC 699
mLhr       SACTFNSKNGFPRSSKPSQAALKLSIVHCQQPTPPRVLIQ--- 700

                 .       .    ::     :     :          

LHCGR / rLhr CLUSTAL O(1.2.1) partial sequence alignment



LHCGR                                         LEATLTYPSHCCAFRNLPTKEQNFSHSI 296
rLhr                                          LVATLTYPSHCCAFRNLPKKEQNFSFSI 300

                                                                .      .














LHCGR         SENFSKQCESTVRKVNNKTLYSSMLAESELSGWDYEYGFCLPKTPRCAPEPDAFNPCEDI 356







rLhr          FENFSKQCESTVRKADNETLYSAIFEENELSGWDYDYGFCSPKTLQCAPEPDAFNPCEDI 360

                            .: :    :::  .       :         :




TM1


IL1
                                     TM2                               



LHCGR         MGYDFLRVLIWLINILAIMGNMTVLFVLLTSRYKLTVPRFLMCNLSFADFCMGLYLLLIA 416








rLhr          MGYAFLRVLIWLINILAIFGNLTVLFVLLTSRYKLTVPRFLMCNLSFADFCMGLYLLLIA 420

                                :  :




EL1






TM3


IL2
hLHCGR        SVDSQTKGQYYNHAIDWQTGSGCSTAGFFTVFASELSVYTLTVITLERWHTITYAIHLDQ 476
hLhr          SVDSQTKGQYYNHAIDWQTGSGCGAAGFFTVFASELSVYTLTVITLERWHTITYAVQLDQ 480

                                     .:                              :




TM4


EL2
LHCGR         KLRLRHAILIMLGGWLFSSLIAMLPLVGVSNYMKVSICFPMDVETTLSQVYILTILILNV 536                                                                
rLhr          KLRLRHAIPIMLGGWLFSTLIATMPLVGISNYMKVSICLPMDVESTLSQVYILSILILNV 540

                                :    :    :         :     :        :




TM5



IL3



TM6
LHCGR         VAFFIICACYIKIYFAVRNPELMATNKDTKIAKKMAILIFTDFTCMAPISFFAISAAFKV 596

rLhr          VAFVVICACYIRIYFAVQNPELTAPNKDTKIAKKMAILIFTDFTCMAPISFFAISAAFKV 600 
                 .:      :     :   




     



EL3


TM7
LHCGR         PLITVTNSKVLLVLFYPINSCANPFLYAIFTKTFQRDFFLLLSKFGCCKRRAELYRRKDF 656                                                           
rLhr          PLITVTNSKILLVLFYPVNSCANPFLYAIFTKAFQRDFLLLLSRFGCCKRRAELYRRKEF 660
                       :       :              :     :    :              :

LHCGR         SAYTSNCKNGFTGSNKPSQSTLKLSTLHCQGTALLDKTRYTEC 699

rLhr          SAYTSNCKNGFPGASKPSQATLKLSTVHCQQPIPPRALTH--- 700

                           :.    :      :            :   

mLhr / rLhr CLUSTAL O(1.2.1) partial sequence alignment
                                                               

mLhr                                           LVATLTYPSHCCAFRNLPKKEQNFSFSI 300
rLhr                                           LVATLTYPSHCCAFRNLPKKEQNFSFSI 300                      
                                               



          
mLhr           FENFSKQCESTVREANNETLYSAIFEENELSGWDYDYDFCSPKTLQCTPEPDAFNPCEDI 360
rLhr           FENFSKQCESTVRKADNETLYSAIFEENELSGWDYDYGFCSPKTLQCAPEPDAFNPCEDI 360

                            : :                               :






TM1


IL1



TM2
mLhr           MGYAFLRVLIWLINILAIFGNLTVLFVLLTSRYKLTVPRFLMCNLSFADFCMGLYLLLIA 420

rLhr           MGYAFLRVLIWLINILAIFGNLTVLFVLLTSRYKLTVPRFLMCNLSFADFCMGLYLLLIA 420

                              EL1        
TM3
mLhr           SVDSQTKGQYYNHAIDWQTGSGCSAAGFFTVFASELSVYTLTVITLERWHTITYAVQLDQ 480

rLhr           SVDSQTKGQYYNHAIDWQTGSGCGAAGFFTVFASELSVYTLTVITLERWHTITYAVQLDQ 480

                                      .               
                                                                                                        IL2
TM4
EL2
mLhr           KLRLRHAIPIMLGGWIFSTLMATLPLVGVSSYMKVSICLPMDVESTLSQVYILSILLLNA 540
rLhr           KLRLRHAIPIMLGGWLFSTLIATMPLVGISNYMKVSICLPMDVESTLSQVYILSILILNV 540

                              :    :  :    : .                         :  .
                                                                                                                    TM5                                                                                                                                  IL3                                                        
TM6
mLhr           VAFVVICACYVRIYFAVQNPELTAPNKDTKIAKKMAILIFTDFTCMAPISFFAISAAFKV 600                                 
rLhr           VAFVVICACYIRIYFAVQNPELTAPNKDTKIAKKMAILIFTDFTCMAPISFFAISAAFKV 600

                         :
                                                                                            

EL3
TM7
mLhr           PLITVTNSKVLLVLFYPVNSCANPFLYAVFTKAFQRDFFLLLSRFGCCKHRAELYRRKEF 660
rLhr           PLITVTNSKILLVLFYPVNSCANPFLYAIFTKAFQRDFLLLLSRFGCCKRRAELYRRKEF 660

                        :                  :         :          :

mLhr           SACTFNSKNGFPRSSKPSQAALKLSIVHCQQPTPPRVLIQ 700
rLhr           SAYTSNCKNGFPGASKPSQATLKLSTVHCQQPIPPRALTH 700

                     .      :      :               .  :
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