
                                                                                                                                                                                        
gi|31982260|ref|NP_032368.2| -------------------------------------------------------------------------------------------------------------------------MLPRLG-GPALPLLLP-----SLLLLLLL   150
gi|6981082|ref|NP_037254.1| -------------------------------------------------------------------------------------------------------------------------MLPRLG-GPALPLLLP-----SLLLLLLL   150
gi|55925576|ref|NP_000588.2| -------------------------------------------------------------------------------------------------------------------------MLPRVG-CPALPLPPPPLLPLLPLLLLLL   150
gi|114583231|ref|XP_516234.2| MDGRREDSERWSHSQARRVRRDGAREEQGTPRARSQRGGGRAGVRALTCRREGVSGGKGVVSKRGRGEGRGRGEAGPLGPGCGGEGGGRSGGGGSRARRAVPPARPPARSLARRAALPTASMLPRVG-CPALPLPPP---PLLPLLLLLL   150
gi|74005711|ref|XP_545637.2| ------------------------------------------------------------------------------------------------------------------------------------------------------   150
gi|27807005|ref|NP_776980.1| -------------------------------------------------------------------------------------------------------------------------MQPRLG-GPALLLLPP------LLLLLLL   150
gi|45382495|ref|NP_990690.1| ------------------------------------------------------------------------------------------------------------------------MALGGVGRGGAARAAWP-----RLLLAALA   150
gi|18858891|ref|NP_571533.1| ----------------------------------------------------------------------------------------------------------------------MLSYVS---------------------CGLLL   150
gi|189523776|ref|XP_001335489.2| --------------------------------------------------------------------------------------------------------------------------MS---------------------LALLC   150
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                                                      *.:                                 ******.**** :.* **** ***.  ***** ..:*** . *: * * * .           :      :    .  .:.             
gi|31982260|ref|NP_032368.2| GAGGCGPGVRAEVLFRCPPCTPERLAACGPPPDAP--------------CAELVREPGCGCCSVCARQEGEACGVYIPRCAQTLRCYPNPGSELPLKALVTGAGTCEKRR----VGTTPQQVADSDDDHSEGGLVENHVDGTMNMLGGGS   300
gi|6981082|ref|NP_037254.1| GAGGCGPGVRAEVLFRCPPCTPERLAACGPPPDAP--------------CAELVREPGCGCCSVCARQEGEACGVYIPRCAQTLRCYPNPGSELPLKALVTGAGTCEKRR----VGATPQQVADSEDDHSEGGLVENHVDGTMNMLGG-S   300
gi|55925576|ref|NP_000588.2| GASGGGGGARAEVLFRCPPCTPERLAACGPPPVAPPAAVAAVAGGARMPCAELVREPGCGCCSVCARLEGEACGVYTPRCGQGLRCYPHPGSELPLQALVMGEGTCEKRRDA-EYGASPEQVADNGDDHSEGGLVENHVDSTMNMLGGGG   300
gi|114583231|ref|XP_516234.2| GASGGGGGARAEVLFRCPPCTPERLAACGPPPVAPPAAVAAVAGGARMPCAELVREPGCGCCSVCARLEGEACGVYTPRCGQGLRCYPHPGSELPLQALVMGEGTCEKRRDA-EYGASPEQVADNGDDHSEGGLVENHVDSTMNMLGGGG   300
gi|74005711|ref|XP_545637.2| ------------------MTTSKNMDEFHQHDVEQ----DKPE-TKRLP------APGCGCCSVCARLEGEACGVYTPRCAQGLRCYPHPGSELPLQALVLGEGTCEKRRDA-EYGASPEQVADNGDEHSEGGLVENHVDGTVNLLGGGG   300
gi|27807005|ref|NP_776980.1| GAGGGDCGARAEVLFRCPPCTPESLAACKPPPGAA----AGPAGDARVPC-ELVREPGCGCCSVCARLEGERCGVYTPRCGQGLRCYPNPGSELPLRALVHGEGTCEKHGDA-EYSASPEQVADNGEEHSEGGLVENHVDGNVNLMGGGG   300
gi|45382495|ref|NP_990690.1| PALALAGPALPEVLFRCPPCTAERLAACSPAARPP--------------CPELVREPGCGCCPVCARLEDEACGVYTPRCAAGLRCYPDPGAELPPQALVQGQGTCARPPDTDEYGASTEPPADNGDDRSESILAENHVDSTGGMMSG--   300
gi|18858891|ref|NP_571533.1| ALVTFHGTARSEMVFRCPSCTAERQAACPMLTETCG---------------EIVREPGCGCCPVCARQEGEQCGVYTPRCSSGLRCYPKPDSELPLELLVQGLGRCGRKVDT-------EPTGS-AEPREVSGEVQDPLDIGL-------   300
gi|189523776|ref|XP_001335489.2| SLLLVHGSLG-EIVFRCPSCTAERQAACPKLTTSC----------------EIVREPGCGCCPVCARQKGELCGVYTPRCGSGLRCYPSANSELPLEQLIQGLGRCENKVDL-------EPTMTNQESAAHSGEVNG-------------   300
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gi|31982260|ref|NP_032368.2| SAGRKPLKSGMKELAVFREKVNEQHRQMGKGAK-HLSLEEPKKLRPPPARTPCQQELDQVLERISTMRLPDDRGPLEHLYSLHIPNCDKHGRYNLKQCKMSLNGQRGECWCVNPNTGKPIQGAPTIRGDPECHLFYNEQ-QETGGAHAQS   450
gi|6981082|ref|NP_037254.1| SAGRKPPKSGMKELAVFREKVNEQHRQMGKGAK-HLSLEEPKKLRPPPARTPCQQELDQVLERISTMRLPDDRGPLEHLYSLHIPNCDKHGLYNLKQCKMSLNGQRGECWCVNPNTGKPIQGAPTIRGDPECHLFYNEQ-QENDGVHAQR   450
gi|55925576|ref|NP_000588.2| SAGRKPLKSGMKELAVFREKVTEQHRQMGKGGKHHLGLEEPKKLRPPPARTPCQQELDQVLERISTMRLPDERGPLEHLYSLHIPNCDKHGLYNLKQCKMSLNGQRGECWCVNPNTGKLIQGAPTIRGDPECHLFYNEQ-QEARGVHTQR   450
gi|114583231|ref|XP_516234.2| SAGRKPLKSGMKELAVFREKVTEQHRQMGKGGKHHLGLEEPKKLRPPPARTPCQQELDQVLERISTMRLPDERGPLEHLYSLHIPNCDKHGLYNLKQCKMSLNGQRGECWCVNPNTGKLIQGAPTIRGDPECHLFYNEQ-QEARGVHTQR   450
gi|74005711|ref|XP_545637.2| GAGRKPLKSGMKELAVFREKVTEQHRQMGKGGKHHLGLDEPKKLRPPPARTPCQQELDQVLERISTMHLPDERGPLEHLYSLHIPNCDKHGLYNLKQCKMSLNGQRGECWCVNPNTGKLIQGAPTIRGDPECHLFYNEQ-QEARGVHSQR   450
gi|27807005|ref|NP_776980.1| GAGRKPLKSGMKELAVFREKVTEQHRQMGKGGKHHLGLEEPKKLRPPPARTPCQQELDQVLERISTMRLPDERGPLEHLYSLHIPNCDKHGLYNLKQCKMSLNGQRGECWCVNPNTGKLIQGAPTIRGDPECHLFYNEQ-QGARGVHTQR   450
gi|45382495|ref|NP_990690.1| ASSRKPLKTGMKEMPVMREKVNEQQRQMGKVGKAHHNHEDSKKSRMPTGRTPCQQELDQVLERISTMRLPDERGPLEHLYSLHIPNCDKHGLYNLKQCKMSVNGQRGECWCVDPIHGKVIQGAPTIRGDPECHLFYTAHEQEDRGAHALR   450
gi|18858891|ref|NP_571533.1| -TEVPPIRKPTKDSP-WKESAVLQHRQQLKSKMKYHKVEDPK--APHAKQSQCQQELDQVLERISKITFKDNRTPLEDLYSLHIPNCDKRGQYNLKQCKMSVNGYRGECWCVNPHTGRPMPTSPLIRGDPNCNQYLDGQ-EMDPSVDPPN   450
gi|189523776|ref|XP_001335489.2| -TRSPPMKKPGKDYQYIKEIAVNKHHNNKRTRM-YNTQDDPK--TPHPKQSQCQQELDKVLENISRMAFHDNKGPLENLYDLKFPNCDKTGQYNLKQCHMSTHGQRGECWCVNPYTGVQIPSSDKVRGDPNCSQYYGGP-ELEPPTAQQK   450
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gi|31982260|ref|NP_032368.2| VQ   452
gi|6981082|ref|NP_037254.1| VQ   452
gi|55925576|ref|NP_000588.2| MQ   452
gi|114583231|ref|XP_516234.2| MQ   452
gi|74005711|ref|XP_545637.2| MQ   452
gi|27807005|ref|NP_776980.1| MQ   452
gi|45382495|ref|NP_990690.1| SQ   452
gi|18858891|ref|NP_571533.1| --   452
gi|189523776|ref|XP_001335489.2| --   452
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