
                                  * .      . . .*                                                                                                                                       
gi|4557547|ref|NP_000106.1| MQPPPS-LCGRALVALVLACG-----------LSRIWGEER-----------GFP--------------PDRATP-LLQTAE-------------------------------------------------------------------I   150
gi|114650131|ref|XP_001141537.1| MQPPPS-LCGRALVALVLACG-----------LSRIWGEER-----------GFP--------------PDRATP-LLQTAE-------------------------------------------------------------------I   150
gi|58219484|ref|NP_001010943.1| MQPPPS-LCGRALVALVLACG-----------LSRIWGEER-----------GFP--------------PDRATP-LLQTAE-------------------------------------------------------------------I   150
gi|6681269|ref|NP_031930.1| MQSPAS-RCGRALVALLLACG-----------FLGVWGEKR-----------GFP--------------PAQATLSLLGTKE-------------------------------------------------------------------V   150
gi|8393333|ref|NP_059029.1| MQSSAS-RCGRALVALLLACG-----------LLGVWGEKR-----------GFP--------------PAQATPSLLGTKE-------------------------------------------------------------------V   150
gi|27805819|ref|NP_776734.1| MQPLPS-LCGRALVALILACG-----------VAGIQAEER-----------EFP--------------PAGATQPLPGTGE-------------------------------------------------------------------M   150
gi|118084750|ref|XP_417001.2| MRAYVLEKGGPCPAAWVLAAGFGCAADSRRVPLAAARGEWRQPDGAGSDRRSAFPSLGSRSPVGGGRGDPAGPDPARRGGAEREARERSGSSRSRFFPSLRRRSLRPRARFPSPLTARLGAMPAARLWLLPALLLLLLGRRPAAAEGDGA   150
gi|68366932|ref|XP_688565.1| MASSVILLLSLCFTASWR------------------------------------------------------------------------------------------------------------------------------------   150
                         1.......10........20........30........40........50........60........70........80........90.......100.......110.......120.......130.......140.......150

                                      :    .  ..       *.             .   :*              * *    .*...****.::***:**:**::** *** ** ::****:****:*.******:***:*.:*:..**:** *****. :********
gi|4557547|ref|NP_000106.1| MTPPTKTLWPKGSNASLARSLAP-------------AEVPKGDRTAGS-PPRTISPPPCQGPIEIKETFKYINTVVSCLVFVLGIIGNSTLLRIIYKNKCMRNGPNILIASLALGDLLHIVIDIPINVYKLLAEDWPFGAEMCKLVPFIQ   300
gi|114650131|ref|XP_001141537.1| MTPPTKTLWPKGSNASLARSLAP-------------AEVPKGDRTAGS-PPRTISPPPCQGPIEIKETFKYINTVVSCLVFVLGIIGNSTLLRIIYKNKCMRNGPNILIASLALGDLLHIVIDIPINVYKLLAEDWPFGAEMCKLVPFIQ   300
gi|58219484|ref|NP_001010943.1| MTPPTKTLWPKGSNASLARSLAP-------------AEVPKGDRTAGS-PPRTISPPPCEGSIEIKETFKYINTVVSCLVFVLGIIGNSTLLRIIYKNKCMRNGPNILIASLALGDLLHIIIDIPITVYKLLAEDWPFGVEMCKLVPFIQ   300
gi|6681269|ref|NP_031930.1| MTPPTKTSWTRGSNSSLMRSSAP-------------AEVTKGGRGAGV-PPRSF-PPPCQRNIEISKTFKYINTIVSCLVFVLGIIGNSTLLRIIYKNKCMRNGPNILIASLALGDLLHIIIDIPINTYKLLAEDWPFGAEMCKLVPFIQ   300
gi|8393333|ref|NP_059029.1| MTPPTKTSWTRGSNSSLMRSSAP-------------AEVTKGGRVAGV-PPRSF-PPPCQRKIEINKTFKYINTIVSCLVFVLGIIGNSTLLRIIYKNKCMRNGPNILIASLALGDLLHIIIDIPINAYKLLAGDWPFGAEMCKLVPFIQ   300
gi|27805819|ref|NP_776734.1| METPTETSWPGRSNASDPRSSAT-------------PQIPRGGRMAGI-PPRTP--PPCDGPIEIKETFKYINTVVSCLVFVLGIIGNSTLLRIIYKNKCMRNGPNILIASLALGDLLHIIIDIPINTYKLLAKDWPFGVEMCKLVPFIQ   300
gi|118084750|ref|XP_417001.2| LRPPAPGRLSPAADDRTPPTAAPPAPRGAEPNASWAAALPQGGGEAGRGRPRSGSLPMCTGQTEIKETFKYINTVVSCLVFVLGIIGNSTLLRIIYKNKCMRNGPNILIASLALGDLLHIIIDIPISVYKLLAEDWPFGVEMCKLVPFIQ   300
gi|68366932|ref|XP_688565.1| ---LSNAQTADPGSAAHTRLKAPN------------ATENRG--------------PVCSAPVRIKDVFKYISSVVSCVVFLLGMLGNITLLTIIKEHKCMRKGPNIVIGSLALGDILHIVIGLPVNVYKILAVDWPFGVVFCKLVPFIQ   300
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gi|4557547|ref|NP_000106.1| KASVGITVLSLCALSIDRYRAVASWSRIKGIGVPKWTAVEIVLIWVVSVVLAVPEAIGFDIITMDYKGSYLRICLLHPVQKTAFMQFYKTAKDWWLFSFYFCLPLAITAFFYTLMTCEMLRKKSGMQIALNDHLKQRREVAKTVFCLVLV   450
gi|114650131|ref|XP_001141537.1| KASVGITVLSLCALSIDRYRAVASWSRIKGIGVPKWTAVEIVLIWVVSVVLAVPEAIGFDIITMDYKGSYLRICLLHPVQKTAFMQFYKTAKDWWLFSFYFCLPLAITAFFYTLMTCEMLRKKSGMQIALNDHLKQRREVAKTVFCLVLV   450
gi|58219484|ref|NP_001010943.1| KASVGITVLSLCALSIDRYRAVASWSRIKGIGVPKWTAVEIVLIWVVSVVLAVPEAVGFDMITIDYKGRYLRICLLHPTQKTAFMQFYKTAKDWWLFSFYFCLPLAITAFFYTLMTCEMLRKKSGMQIALNDHLKQRREVAKTVFCLVLV   450
gi|6681269|ref|NP_031930.1| KASVGITVLSLCALSIDRYRAVASWSRIKGIGVPKWTAVEIVLIWVVSVVLAVPEAIGFDMITSDYKGKPLRVCMLNPFQKTAFMQFYKTAKDWWLFSFYFCLPLAITAVFYTLMTCEMLRKKSGMQIALNDHLKQRREVAKTVFCLVLV   450
gi|8393333|ref|NP_059029.1| KASVGITVLSLCALSIDRYRAVASWSRIKGIGVPKWTAVEIVLIWVVSVVLAVPEAIGFDVITSDYKGKPLRVCMLNPFQKTAFMQFYKTAKDWWLFSFYFCLPLAITAIFYTLMTCEMLRKKSGMQIALNDHLKQRREVAKTVFCLVLV   450
gi|27805819|ref|NP_776734.1| KASVGITVLSLCALSIDRYRAVASWSRIKGIGVPKWTAVEIVLIWVVSVVLAVPEAVGFDIITSDHIGNKLRICLLHPTQKTAFMQFYKTAKDWWLFSFYFCLPLAITALFYTLMTCEMLRKKSGMQIALNDHLKQRREVAKTVFCLVLV   450
gi|118084750|ref|XP_417001.2| KASVGITVLSLCALSIDRYRAVASWSRIKGIGVPRWTAVEIVLIWVISVVLAVPEAIAFDMITMEYRGKDLRICLLHPTQKTSFMMFYKKAKDWWLFSFYFCLPLAITALFYTLMTCEMLRKKSGMQIALNDHLKQRREVAKTVFCLVLV   450
gi|68366932|ref|XP_688565.1| KTSVGITVLSLCVLSIDRYRVVSSRSRIKGPSFPKWTLIKLCVIWVISAFLAAPEAVAFDQITMDYRGERLRICLLHPVQNNAFMQFYKVAKDWWLLLFYFVFPLSCTAVFYSLMTWRILRVQ---QSALHKHRKQRREVARTVFCLVLV   450
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gi|4557547|ref|NP_000106.1| FALCWLPLHLSRILKLTLYNQNDPNRCELLSFLLVLDYIGINMASLNSCINPIALYLVSKRFKNCFKSCLCCWCQSFEEKQSLE-----------EKQSCLKFKANDHGYDNFRSSNKYSSS   572
gi|114650131|ref|XP_001141537.1| FALCWLPLHLSRILKLTLYNQNDPNRCELLSFLLVLDYIGINMASLNSCINPIALYLVSKRFKNCFKSCLCCWCQSFEEKQSLE-----------EKQSCLKFKANDHGYDNFRSSNKYSSS   572
gi|58219484|ref|NP_001010943.1| FALCWLPLHLSRILKLTIYDQNDPNRCELLSFLLVLDYIGINMASLNSCINPIALYLVSKRFKNCFKSCLCCWCQSFEEKQSLE-----------EKQSCLKFKANDHGYDNFRSSNKYSSS   572
gi|6681269|ref|NP_031930.1| FALCWLPLHLSRILKLTLYDQSNPHRCELLSFLLVLDYIGINMASLNSCINPIALYLVSKRFKNCFKSCLCCWCQTFEEKQSLE-----------EKQSCLKFKANDHGYDNFRSSNKYSSS   572
gi|8393333|ref|NP_059029.1| FALCWLPLHLSRILKLTLYDQSNPQRCELLSFLLVLDYIGINMASLNSCINPIALYLVSKRFKNCFKSCLCCWCQTFEEKQSLE-----------EKQSCLKFKANDHGYDNFRSSNKYSSS   572
gi|27805819|ref|NP_776734.1| FALCWLPLHLSRILKLTLYDQHDPRRCEFLSFLLVLDYIGINMASLNSCINPIALYLVSKRFKNCFKSCLCCWCQSFEEKQSLE-----------EKQSCLKFKANDHGYDNFRSSNKYSSS   572
gi|118084750|ref|XP_417001.2| FALCWLPLHLSRILKLTIYDQKDPNRCELLSFFLVMDYIGINMASLNSCINPIALYLVSKRFQNCFKSCLCCWCQS-KDLLSLE-----------ERQSCLKFKANDHGYDNFRSSNKYSSS   572
gi|68366932|ref|XP_688565.1| FAVCWFPLHLSRILRMILYDEQDPDRCRLLSTFLVLDYIGLNMASINSCINPVALYVVSKRYKNYFREALWRCCKRSKVTESLVRSKVTEPPTDHSDSSKQEQTSGDSQRKSFIKSVPCLKT   572
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