
Alignment

SDPs are marked red. TM segments are in bold. 
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 rc_lolfo -MGRDIPDNETWWYNPYMDIHPHWK--QFDQVPAAVYYSLGIFIAICGIIGCVGNGVVIYLFTKTKSLQTPANMFIINLAFSDFTFSLVNGFPLMTISCFMKYWVFGNAACKVYGLIGGIFGLMSIMTMTMISIDRYNVIGRPMSASKKMSHRKAFIMIIFVWIWSTIWAIGPIFGWG--------------------AYTLEGVLCNCS--FDYITRDTT----TRSNILCMYIFAFMCPIVVIFFCYFNIVMSVSNHEKEMAAMAKRLNAKELRKAQAGANAEMKLAKISIVIVTQFLLSWSPYAVVALL------AQFGPIEWVTPYAAQLPVMFAKASAIHNPMIYSVSHPKFRERIASNFPWILTCCQYDEKEIEDDKDAEAEIPAGEQSGGETADAAQMKEMMAMMQKMQAQQQQQPAYPPQGYPPQGYPPQGYPPPQGYPPQGYPPPQGPPPQGPPPQAAPPQGVDNQAYQA
 rc_octdo -VESTTLVNQTWWYNPTVDIHPHWA--KFDPIPDAVYYSVGIFIGVVGIIGILGNGVVIYLFSKTKSLQTPANMFIINLAMSDLSFSAINGFPLKTISAFMKKWIFGKVACQLYGLLGGIFGFMSINTMAMISIDRYNVIGRPMAASKKMSHRRAFLMIIFVWMWSIVWSVGPVFNWG--------------------AYVPEGILTSCS--FDYLSTDPS----TRSFILCMYFCGFMLPIIIIAFCYFNIVMSVSNHEKEMAAMAKRLNAKELRKAQAGASAEMKLAKISMVIITQFMLSWSPYAIIALL------AQFGPAEWVTPYAAELPVLFAKASAIHNPIVYSVSHPKFREAIQTTFPWLLTCCQFDEKECEDANDAEEEVVASER-GGESRDAAQMKEMMAMMQKMQAQQAAQPPPPPQGYPPQGYPPQGYPPPQGYPPQGYPPPQGYPPQGAPPQGAPPQGVDNQAYQA
 rc_todpa -MGRDLRDNETWWYNPSIVVHPHWR--EFDQVPDAVYYSLGIFIGICGIIGCGGNGIVIYLFTKTKSLQTPANMFIINLAFSDFTFSLVNGFPLMTISCFLKKWIFGFAACKVYGFIGGIFGFMSIMTMAMISIDRYNVIGRPMAASKKMSHRRAFIMIIFVWLWSVLWAIGPIFGWG--------------------AYTLEGVLCNCS--FDYISRDST----TRSNILCMFILGFFGPILIIFFCYFNIVMSVSNHEKEMAAMAKRLNAKELRKAQAGANAEMRLAKISIVIVSQFLLSWSPYAVVALL------AQFGPLEWVTPYAAQLPVMFAKASAIHNPMIYSVSHPKFREAISQTFPWVLTCCQFDDKETEDDKDAETEIPAGESSAAPSADAAQMKEMMAMMQKMQQQQAAYPAPPPQGYPPQGYPPQGYPP-QGYPPQGYPPPPQGAPPQGAPPAAPPQGVDNQAYQA
 rc_lolpe -MGRDIPDNETWWYNPYMEINSHWK--QFDQVPAAVYYSLGIFIGICGIIGCVGNGIVIYLFTKTKSLQTPANMFIINLAFSDFTFSLVNGFPLMTISCFLKYWVFGNAACKVYGLIGGIFGLMSIMTMTMISIDRYNVIGRPMSASKKMSHRKAFIMIIFVWIWSTTWAIGPIFGWG--------------------AYSLEGVLCNCS--FDYISRDSS----TRSNIVCMYLFAFMCPIIVIFFCYFNIVMSVANH-KEMAAMAKRLNGKELRRAQAGASAEMKLGKISVVIVTQFLLSGSPYAMVALL------AQFGPLEWVTRYAAQLPVMFAKASAIHNPMIYSVSHPKFREAIASNFPWILTCCQKDEKEIEDEKDAEAEIPACEQSGGESADAAQMKEMMAMMQKMQAQQAAQPAYPPQGYPPQGYPPQGYPPPQGYPPQGYPPPQGPLPQGPPPQAAPPQGVDNQAY--
 rc_lolsu --------NETWWYNPYMDIHSHWK--QFDQVPAAVYYSLGIFIAICGIIGCAGNGIVIYLFTKTKSLQTPANMFIINLAFSDFTFSLVNGFPMMTISCFLKHWVFGQAACKVYGLIGGIFGLTSIMTMTMISIDRYNVIRRPMSASKKMSHRKAFIMIVFVWIWSTIWAIGPIFGWG--------------------AYQLEGVLCNCS--FDYITRDAS----TRSNIVCMYIFAFMFPIVVIFFCYFNIVMSVSNHEKEMAAMAKRLNAKELRKAQAGASAEMKLAKISIVIVTQSLLSWSPYAIVALL------AQFGPIEWVTPYAAQLPVMFAKASAIHNPMIYSVSHPKFREAIASNFPWILTCCQYDEKEIEDDKDAEAEIPAAEQSGGESVDAAQMKEMMAMMQKMQAQQQQQPAYPPQGYPPQGYPPQGYPPPQGYPPQGYPPPQGPPPQGPPPQAAPPQGVD------
 rc_sepof -MGRDIPDNETWWYNPTMEVHPHWK--QFNQVPDAVYYSLGIFIGICGIIGCTGNGIVIYLFTKTKSLQTPANMFIINLAFSDFTFSLVNGFPLMTISCFIKKWVFGMAACKVYGFIGGIFGLMSIMTMSMISIDRYNVIGRPMAASKKMSHRRAFLMIIFVWMWSTLWSIGPIFGWG--------------------AYVLEGVLCNCS--FDYITRDSA----TRSNIVCMYIFAFCFPILIIFFCYFNIVMAVSNHEKEMAAMAKRLNAKELRKAQAGASAEMKLAKISIVIVTQFLLSWSPYAVVALL------AQFGPIEWVTPYAAQLPVMFAKASAIHNPLIYSVSHPKFREAIAENFPWIITCCQFDEKEVEDDKDAETEIPATEQSGGESADAAQMKEMMAMMQKMQQQQAAQGGYPPQGYPPYPPPPQGYPPAQGYPPQGYPPPQGAPPQGAPPQAAPPQGVDNQAYQA
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 rv_TENREC MNGTEGPNFYVPFSNKTGVVRSPFEYPQYYLAEPWQFSMLAAYMFMLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLALADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVGLTWVMALACAAPPLAGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFIVHFTIPMIIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTFPAFFAKTSSIYNPVIYIMMNKQFRNCMLTII-----CC--GKNPFGEE-EAT-TVSKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_RAT MNGTEGPNFYVPFSNITGVVRSPFEQPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNLEGFFATLGGEIGLWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIVIFFCYGQLVFTTQA-------------AAQQQESATTQKAEKEVTRMVIIMVIFFLICWLPYASVAMYIFTHQGSNFGPI------FMTLPAFFAKTASIYNPIIYIMMNKQFRNCMLTTL-----CC--GKNPLGDD-EASATASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_DANIO MNGTEGPNFYVPMSNRTGLVRSPFEEPQYYLAEPWQFSLLAAYMLFLILGSFPINALTLYVTVQHKKLRTPLNYILLNLAVADL-FMVLGGFTVTLYTALHGYFLLGVTGCNIEGFFATLGGEIALWSLVVLAIERYIVVCKPMSTF-RFGEKHAIIGVGFTWVMALTCAVPPLLGWS--------------------RHTGAGQAVSLAWLVEFINMNKAQTLLSLSSVCGAVLVNFTTITEPLYHRYS--VMCCFQA------------AAQQQESETTQRAEREVTRMVVVMVIAFLVCWVPYASVAWYIFANQGAEFGPV------FMTVPAFFAKSAALYNPVIYIMLNRQFRNCMLSTV-----CC--GKNPLAEDESSSAVSSKTQSSVVSSAQVSPA--------------------------------------------------------------------------
 rv_HEDGEHOG -MNTEGENFYIPMS-ITGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVLGGFTTTLYTSLHGYFVFGHTGCNIEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLFGWS--------------------RYIPEGLQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFSIPMLVIFFCYGQLVFTVKEA---------------TVQDSSTTKEKKEVHRLGILVVGASLGCWLPYA-VTFYIFAHQGFNFGPT--------------------------------FK-------------------------------------------------------------------------------------------------------------------------
 rv_RABIT MNGTEGPDFYIPMSNQTGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVLGGFTTTLYTSLHGYFVFGPTGCNVEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWIMALACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPLIIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTIPAFFAKSSSIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-EASATASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_PONGO MNGTEGPNFYVPFSNATGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVLGGFTSTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLAGWS--------------------RYIPEGLQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTIPAFFAKSAAIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-EASATVSKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_TURTR MNGTEGLNFYVPFSNKTGVVRSPFEYPQYYLAEPWQFSVLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVANL-FMVFGGFTTTLYTSLHAYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGLALTWIMAMACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLSPEVN--NESFVIYMFVVHFTIPLVIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVVAFLICWVPYASVAFYIFTHQGSDFGPI------FMTIPSFFAKSSSIYNPVIYIMMNKQFRNCMLTTL-----CC--GRNPLGDD-EASTTASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_HYRAX --------------------------------------------------------------------------------------------------------------------------EIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVIFTWIMALACAVPPLVGWS--------------------RYIPD-MQCSCG--IDYYTLKPE-N--NESFVIYMFVVHFSIPMIIIFFCYGLFVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVVAFLICWVPYASVAFYIFTHQGSNFGPI------FMTLPAFFAKSSAIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPFGEE-EGSTTVSKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_GORILLA MNGTEGPNFYVPFSNXTGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVLGGFTSTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLAGWS--------------------RYIPEGLQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTIPAFFAKSAAIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-EASATVSKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_DOR MNGTEGPNFYVPFSNATGVVRSPFEQPQYYLAEPWQFSMLAAYMFMLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNVEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMAMACAAPPLAGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFAIPMIIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIFFLVCWLPYASVAMYIFTHQGSNFGPI------FMTLPAFFAKSSSIYNPVIYIMMNKQFRNCMI-TI-----CC---QNP-GDD-EAS-TASKTE-----TSQVAP---------------------------------------------------------------------------
 rv_FELCA MNGTEGPNFYVPFSNKTGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTLPAFFAKSSSIYNPVIYIMMNKQFRNCMLTTL-----CC--GKNPLGDD-EASTTASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_OPOSSUM MNGTEGPNFYVPFSNKTGTVRSPFEEPQYYLADPWQFSCLAAYMFMLIVLGFPINFLTLYVTIQHKKLRTPLNYILLNLAIADL-FMVFGGFTMTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIIGVAFTWVMALACAFPPLIGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPLIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWLPYAGVAFYIFTHQGSNFGPI------FMTIPAFFAKSSSVYNPVIYIMMNKQFRTCMITTL-----CC--GKNPLGDD-EASATASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_CANFA MNGTEGPNFYVPFSNKTGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNVEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLAGWSRSFTRGSPLHPLLSHSPLVLRYIPEGMQCSCG--IDYYTLKPEIN--NESFVIYMFVVHFAIPMIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSDFGPI------FMTLPAFFAKSSSIYNPVIYIMMNKQFRNCMITTL-----CC--GKNPLGDD-EASASASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_MACACA MNGTEGPNFYVPFSNATGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNAEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLFGWS--------------------RYIPEGLQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTIPAFFAKSASIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-EASATVSKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_HORSE MNGTEGPNFYVPFSNKTGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNVEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPLIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTLPAFFAKSAAIYNPVIYIMMNKQV--------------------------------------------------------------------------------------------------------------------------
 rv_PIKA MNGTEGPDFYIPMSNHTGIVRSPFEYPQYYLAEPWQFSMLAAYMFLLIMLGFPINFLTLYVTVQHKKLRTPLNYILLNLAIANL-FMVLCGFTTTLYTSLHGYFVFGPTGCNVEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWIMALACAAPPLMGWS--------------------RYIPEGMQCSCG--IDYYTLKPEIN--NESFVIYMFVVHFTIPLVIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVACYIFTHQGSNFGPI------FMTIPAFFAKSSAIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-DASVTASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_MOUSE MNGTEGPNFYVPFSNVTGVVRSPFEQPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVVFTWIMALACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIFFLICWLPYASVAFYIFTHQGSNFGPI------FMTLPAFFAKSSSIYNPVIYIMLNKQFRNCMLTTL-----CC--GKNPLGDD-DASATASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_BOVIN MNGTEGPNFYVPFSNKTGVVRSPFEAPQYYLAEPWQFSMLAAYMFLLIMLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTPHEETN--NESFVIYMFVVHFIIPLIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWLPYAGVAFYIFTHQGSDFGPI------FMTIPAFFAKTSAVYNPVIYIMMNKQFRNCMVTTL-----CC--GKN---DD-E-----------------------------------------------------------------------------------------------
 rv_HUMAN MNGTEGPNFYVPFSNATGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVLGGFTSTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLAGWS--------------------RYIPEGLQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTIPAFFAKSAAIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-EASATVSKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_ORNAN MNGTEGQDFYIPMSNKTGVVRSPFEYPQYYLAEPWQYSVLAAYMFMLIMLGFPINFLTLYVTIQHKKLRTPLNYILLNLAFANH-FMVLGGFTTTLYTSLHGYFVFGPTGCNIEGFFATLGGEIALWSLVVLAIERYIVVCKPMSNF-RFGENHAIMGVAFTWIMALACALPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLRPEVN--NESFVIYMFVVHFTIPMTIIFFCYGRLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTVPAFFAKSSAIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-EASATASKTEQSSVSTSQVSPA--------------------------------------------------------------------------
 rv_CAVPO MNGTEGENFYIPFSNATGVVRSPFEYPQYYLAEPWQFSILAAYMFMLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVANL-FMVLGGFTTTLYTSMNGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVVFTWIMALACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAAYIFTHQGSNFGPI------FMTVPAFFAKSSSIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-EASTTVSKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_MEGABAT MNGTEGPNFYVPFSNKTGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVFGGFTTTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGLALTWVMALACAAPPLVGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWLPYAGVAFYIFTHQGSNFGPI------FMTLPAFFAKSSSIYNPVIYIMMNKQFRNCMLTTL-----CC--GKNPLGED-EASTTASKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_PAN MNGTEGPNFYVPFSNATGVVRSPFEYPQYYLAEPWQFSMLAAYMFLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVADL-FMVLGGFTSTLYTSLHGYFVFGPTGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGVAFTWVMALACAAPPLAGWS--------------------RYIPEGLQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIIIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVIAFLICWVPYASVAFYIFTHQGSNFGPI------FMTIPAFFAKSAAIYNPVIYIMMNKQFRNCMLTTI-----CC--GKNPLGDD-EASATVSKTE-----TSQVAPA--------------------------------------------------------------------------
 rv_MICROBAT --GTEGPKLYCPLSNKTGVVRSPFEYPQY-LAEPGQFYMLAAYMYLLIVLGFPINFLTLYVTVQHKKLRTPLNYILLNLAVANL-FMVFGGFTTTLYTSMHGYFVFGATGCNLEGFFATLGGEIALWSLVVLAIERYVVVCKPMSNF-RFGENHAIMGLAFTWVMALACAAPPLAGWS--------------------RYIPEGMQCSCG--IDYYTLKPEVN--NESFVIYMFVVHFTIPMIVIFFCYGQLVFTVKEA------------AAQQQESATTQKAEKEVTRMVIIMVVAFLICWLPYASVAFYIFTHQGSNFGPI------FMTIPAFFAKSSSIYNPVIYIMMNKQFRNCMLTTL-----CC--GKNPLGDD-EASTTASKTE-----TSQVAPA--------------------------------------------------------------------------
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