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gi|24649832|ref|NP_651305.1| -------------------------------------------------------------------------MSSSKIALLSVSDKTGLLDLGKSLVALGFDLVASGGTATSLRGAGLKVRDVSEITGAPEMLGGRVKTLHPAVHAGIL   150
gi|158302073|ref|XP_321707.3| -----------------------------------------------------------------------FLHPSLPAALVSVSDKSGLVEFAKGLNELGLKLVASGGTAKAIRDLGLPVRDVSDITGAPEMLGGRVKTLHPAVHAAIL   150
gi|27229048|ref|NP_080471.1| -------------------------------------------------------------------------MAPSQLALFSVSDKTGLVEFARSLASLGLSLVASGGTAKAIRDAGLAVRDVSELTGFPEMLGGRVKTLHPAVHAGIL   150
gi|48675845|ref|NP_112276.2| -------------------------------------------------------------------------MASSQLALFSVSDKTGLVEFARNLASLGLSLVASGGTAKAIRDAGLAVRDVSELTGFPEMLGGRVKTLHPAVHAGIL   150
gi|20127454|ref|NP_004035.2| -------------------------------------------------------------------------MAPGQLALFSVSDKTGLVEFARNLTALGLNLVASGGTAKALRDAGLAVRDVSELTGFPEMLGGRVKTLHPAVHAGIL   150
gi|114583143|ref|XP_001150375.1| -------------------------------------------------------------------------MAPGQLALFSVSDKTGLVEFARNLTALGLNLVASGGTAKALRDAGLAVRDVSELTGFPEMLGGRVKTLHPAVHAGIL   150
gi|115497442|ref|NP_001068722.1| -------------------------------------------------------------------------MAPGQLALFSVSDKNGLVEFARNLASVGLNLIASGGTAKALRDAGLAVRDVSELTGFPEMLGGRVKTLHPAVHAGIL   150
gi|74005447|ref|XP_863050.1| -------------------------------------------------------------------------MAPGQLALFSVSDKTGLVEFARSLTSVGLSLLASGGTATALRDAGLAVRDVSELTGFPEMLGGRVKTLHPAVHAGIL   150
gi|45384004|ref|NP_990509.1| ------------------------------------------------------------------------MAARQQLALLSVSEKAGLVEFARSLNALGLGLIASGGTATALRDAGLPVRDVSDLTGFPEMLGGRVKTLHPAVHAGIL   150
gi|130507931|ref|NP_001076265.1| --------------------------------------------------------------------------MASEIALLSVSDKTGLVEFARRLVSVGLSLVASGGTAKTLRDAGLAVRDVSEITGFPEMLGGRVKTLHPAVHGGIL   150
gi|6323768|ref|NP_013839.1| ------------------------------------------------------------------------MANYTKTAILSVYDKTGLLDLARGLIEKNVRILASGGTARMIRDAGFPIEDVSAITHAPEMLGGRVKTLHPAVHGGIL   150
gi|50311693|ref|XP_455873.1| ------------------------------------------------------------------------MP-HTKTAILSVYDKTGLLDLAKGLAENNVRILASGGTAKMVREAGFPVDDVSSITHAPEMLGGRVKTLHPAVHGGIL   150
gi|45198731|ref|NP_985760.1| -------------------------------------------------------------------------MVYSKTAILSVYDKTGLLDLAKGLAENNVRILASGGTARMVREAGFPVEDVSSITNAPEMLGGRVKTLHPAVHGGIL   150
gi|19075527|ref|NP_588027.1| -----------------------------------------------------------------------------MYALLSVYDKTGLLELAKALTSKGVKLLGSGGTAKMIRESGMEVADVSSITNAPEILGGRVKTLHPAVHGGIL   150
gi|39944906|ref|XP_361990.1| ------------------------------------------------------------------------MASSQRIAIVSVYDKTGLLDLAKGLIKNNVRILASGGTSKMIRESGFPVEDISAITKAPEMLAGRVKTLHPAVHAGIL   150
gi|32422769|ref|XP_331828.1| ------------------------------------------------------------------------MAANQRIAIVSVYDKTGLLDLAKGLVQHNVRILASGGTAKMIRESGFPVEDISAITKAPEMLGGRVKTLHPAVHAGIL   150
gi|71985564|ref|NP_741452.2| ------------------------------------------------------------------------MTDGKSLAIISVSDKTGLIPLAHGLVSAGLTLIASGGTAKAIRDQGIDVHDVADVTKFPEMLGGRVKTLHPAVHGGIL   150
gi|30686280|ref|NP_850240.1| ----MLSS--AATATSVSARSGDILCGLFRKKSVAPFRFTQPVYRTSLCPSFVAVRAMAESQTAQRNQPQSSGSSGEKQALISLSDKRDLASLGNGLQELGYTIVSTGGTASTLENAGVSVTKVEKLTHFPEMLDGRVKTLHPNIHGGIL   150
gi|115475287|ref|NP_001061240.1| MPLNLASSPAAAAAAKVCAGVRASPRHLLPRALDHQSRRVLSLSSSSSAGRAAGVRAMAAAEAGASTATQAK-SSGVKQALISLSDKTDLAYLGNGLQALGFSIISTGGTASSLEAAGVNVTKVEQITNFPEMLDGRVKTLHPSVHGGIL   150
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gi|24649832|ref|NP_651305.1| SR-TTDSDLADMRKQGFDLIQLVVCNLYPFASTVAK-PDVTLADAVENIDIGGVTLLRAAAKNHQRVTVVCEAVDYDRVLSELKASG--NTTVETRQALALKAFTHTATYDDAISDYFRKQYG-SGVSQLPLRYGMNPHQKPAQLYTQ-L   300
gi|158302073|ref|XP_321707.3| AR-MTESDQRDISQQKYELAQLVVCNLYPFGLTISK-PDVTIADAVENIDIGGVTLLRAAAKNHQRVTVLCDPKDYPKVLEEIRQHG--DTTPATRQLLALKAFTHTAEYDAIISDYFRKQYS-AGVSQLNLRYGMNPHQKPAQIFTL-L   300
gi|27229048|ref|NP_080471.1| AR-NIPEDAADMARLDFNLVRVVVCNLYPFVKTVAS-PDVTVEAAVEQIDIGGVTLLRAAAKNHARVTVVCEPEDYAGVAAEMHGSDSKDTSLETRRHLALKAFTHTAQYDEAISDYFRKQYS-KGISQMPLRYGMNPHQTPAQLYTL-K   300
gi|48675845|ref|NP_112276.2| AR-NIPEDAADMARLDFNLIRVVVCNLYPFVKTVAS-PDVTVEAAVEQIDIGGVTLLRAAAKNHARVTVVCEPEDYGAVAAEMQGSGNKDTSLETRRHLALKAFTHTAQYDEAISDYFRRQYS-KGISQMPLRYGMNPHQTPAQLYTL-K   300
gi|20127454|ref|NP_004035.2| AR-NIPEDNADMARLDFNLIRVVACNLYPFVKTVAS-PGVTVEEAVEQIDIGGVTLLRAAAKNHARVTVVCEPEDYVVVSTEMQSSESKDTSLETRRQLALKAFTHTAQYDEAISDYFRKQYS-KGVSQMPLRYGMNPHQTPAQLYTL-Q   300
gi|114583143|ref|XP_001150375.1| AR-NIPEDNADMARLDFNLIRVVACNLYPFVKTVAS-PGVTVEEAVEQIDIGGVTLLRAAAKNHARVTVVCEPEDYVVVSTEMQSSESKDTSLETRRQLALKAFTHTAQYDEAISDYFRKQYS-KGVSQMPLRYGMNPHQTPAQLYTL-Q   300
gi|115497442|ref|NP_001068722.1| AR-DIPEDSADMAKLDFNLIRVVVCNLYPFGKTVAS-PGVTVEEAVEHIDIGGVTLLRAAAKNHARVTVVCEPEDYAAVASEMQDSDSKDTSLETRRQLALKAFTHTAQYDEAISDYFRKEYS-KGVSQMPLRYGMNPHQTPAQLYTL-K   300
gi|74005447|ref|XP_863050.1| AR-NIPEDNADMARLDFSLIRVVVCNLYPFVKTVAS-PDVTVEQAVEQIDIGGVTLLRAAAKNHARVTVVCEPEDYVAVSTEMQSSDSKDTSLETRRQLALKAFTHTAQYDEAISDYFRRQYS-KGISQMPLRYGMNPHQTPAQLYTL-K   300
gi|45384004|ref|NP_990509.1| AR-NIPEDNADMNKQDFSLVRVVVCNLYPFVKTVSS-PGVTVPEAVEKIDIGGVALLRAAAKNHARVTVVCDPADYSSVAKEMAASKDKDTSVETRRHLALKAFTHTAQYDAAISDYFRKEYS-KGVSQLPLRYGMNPHQSPAQLYTT-R   300
gi|130507931|ref|NP_001076265.1| AR-QTPSDNADMEKLGFSLVRVAVCNLYPFVKTVSS-PGVTVEDAVEQIDIGGVTLLRAAAKNHARVTVVCDPSDYNVVAKEMETSEIHDTTMETRKTLALKAFTHTAQYDEAISDYFRREYS-RGVSQLPLRYGMNPHQAPAQLYTT-R   300
gi|6323768|ref|NP_013839.1| AR-DIDSDEKDLKEQHIEKVDYVVCNLYPFKETVAK-VGVTIPEAVEEIDIGGVTLLRAAAKNHARVTILSDPKDYSEFLSELSSNG--EISQDLRNRLALKAFEHTADYDAAISDFFRKQYS-EGQAQITLRYGANPHQKPAQAYVSQQ   300
gi|50311693|ref|XP_455873.1| AR-NLESDEKDLKEQNIDKVDFVVCNLYPFKETVAK-VGVSIPEAVEEIDIGGVTLLRAAAKNHARVTILSDPKDYPQFLNELQ-KG--EISSDLRNTLALKAFEHTADYDTAISDFFRKQYS-ENKTQLALRYGANPHQKPAQAFVTQQ   300
gi|45198731|ref|NP_985760.1| AR-NLESDEKDLKEQGIEKVDFVVCNLYAFKETVAK-VGVTVEEAVEEIDIGGVTLLRAAAKNHSRVTILSDPRDYSQFLSELS-KG--EIPEDMRNKLALKAFEHTADYDAAIADFFRKKYS-EGKSQLTLRYGANPRQKPAQAFAALH   300
gi|19075527|ref|NP_588027.1| AR-DIPSDEKDLVEQSIEKIDIVVCNLYPFRETIAK-PNVTIPEAVEEIDIGGVTLLRAAAKNHARVTILSDPADYATFTDKFL-SD--KLTQDDRNTYALKAFASTASYDAAITDYFRKQYA-AGVDQLTLRYGANPHQSPAQAFME-Q   300
gi|39944906|ref|XP_361990.1| AR-NLESDEKDLAEQSIDKVDYVVCNLYPFKDTVAK-INVTVPEAVEEIDIGGVTLIRAAAKNHSRVTILSDPTDYAEFLKELD-SG--EIKESSRKLYALKAFEHTADYDAAIADFFRKQYASDGLQHLTLRYGANPHQKPAAAFAK-E   300
gi|32422769|ref|XP_331828.1| AR-ELASDEKDLAEQNIEKVDYVICNLYPFKDTVAK-INVTVPEAVEEIDIGGVTLIRAAAKNHARVTILSDPNDYAEFLKELE-SG--EIKDSSRQLYALKAFEHTADYDAAISDFFRKQYAGHGLQHLPLRYGANPHQKPAAAYVK-E   300
gi|71985564|ref|NP_741452.2| AR-DTESDRKDLEKHNISFVSVVVCNLYPFKKTVQS-KDCSVEEAVENIDIGGVTLLRAAAKNHERVSVICDPADYDHIISELKSGG---TTRERRQLLALKAFEHTTSYDESISGFMRRRFAGNGERALPLRYGTNPHQKDDAELYIVE   300
gi|30686280|ref|NP_850240.1| ARRDVEHHMEALNEHGIGTFDVVVVNLYPFYEKVTAPGGISFEDGIENIDIGGPAMIRAAAKNHKDVLIVVDSGDYQAVLEYLKGGQ---SDQQFRRKLAWKAFQHVAAYDSAVSEWLWKQTE--GKEKFPPSFTVPLVLKSSLRYGENP   300
gi|115475287|ref|NP_001061240.1| ARRDQEHHLKALNEHGIGTFDVVVVNLYPFYNKVTS-GVISFEDGIENIDIGGPTMIRAAAKNHKDVLVMVDHEDYPALLEYLQGKQ---DDQQFRKMLAWKAFQHVASYDSAVSEWLWKQSN--KGDVFPPNFTVPLSLKSTLRYGENP   300
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gi|24649832|ref|NP_651305.1| AKLPLTVLNASPGFINLCDALNGWQLV-RELKKALQLPAATSFKHVSPAGAAVGVPLNPAQAKLCMVDDLYEQLTP--LATAYARARGADRMSSFGDFVALSDVCDVVTARIISREVS----------DGIIAAGYEPEALEILKKKKNG   450
gi|158302073|ref|XP_321707.3| ERLPLKVVNASPGFINLCDALNGWQLV-RELKRALGLPAATSFKHVSPAGAAVGVALSLEQAKLCMVDDMMDSLTP--MATAYARARGADRMSSFGDFVALSDTCDLATAKIIAREVS----------DGIIAPGYTEEALEVLRKKKNG   450
gi|27229048|ref|NP_080471.1| PKLPITVLNGAPGFINLCDALNAWQLV-TELRGAVDIPAAASFKHVSPAGAAVGVPLSEDEARVCMVYDLYPTLTP--LAVAYARARGADRMSSFGDFVALSDICDVPTAKIISREVS----------DGIVAPGYEEEALKILSKKKNG   450
gi|48675845|ref|NP_112276.2| PKLPITVLNGAPGFINLCDALNAWQLV-TELRGAVDIPAAASFKHVSPAGAAVGVPLSEDEARVCMVYDLYPTLTP--LAIAYARARGADRMSSFGDFVALSDVCDVPTAKIISREVS----------DGIVAPGYEEEALKILSKKKNG   450
gi|20127454|ref|NP_004035.2| PKLPITVLNGAPGFINLCDALNAWQLV-KELKEALGIPAAASFKHVSPAGAAVGIPLSEDEAKVCMVYDLYKTLTP--ISAAYARARGADRMSSFGDFVALSDVCDVPTAKIISREVS----------DGIIAPGYEEEALTILSKKKNG   450
gi|114583143|ref|XP_001150375.1| PKLPITVLNGAPGFINLCDALNAWQLV-KELKEALGIPAAASFKHVSPAGAAVGIPLSEDEAKVCMVYDLYKTLTP--ISAAYARARGADRMSSFGDFVALSDVCDVPTAKIISREVS----------DGIIAPGYEEEALTILSKKKNG   450
gi|115497442|ref|NP_001068722.1| PKLPITVLNGAPGFINLCDALNAWQLV-KELKEALGLPAAASFKHVSPAGAAVGIPLSEDEANVCMVYDLYKTLTP--VATAYARARGADRMSSFGDFVALSDVCDVPTAKIISREVS----------DGIIAPGYENEALKILSKKKNG   450
gi|74005447|ref|XP_863050.1| PKLPITVLNGAPGFINLCDALNAWQLV-KELKEALDIPAAASFKHVSPAGAAVGIPLSEDEAKVCMVYDLYKTLTP--ISTAYARARGADRMSSFGDFIALSDICDVPTAKIISREVS----------DGIVAPGYEDEALKILSKKKNG   450
gi|45384004|ref|NP_990509.1| PKLPLTVVNGSPGFINLCDALNAWQLV-KELKQALGIPAAASFKHVSPAGAAVGIPLSEEEAQVCMVHDLHKTLTP--LASAYARSRGADRMSSFGDFIALSDICDVPTAKIISREVS----------DGVVAPGYEEEALKILSKKKNG   450
gi|130507931|ref|NP_001076265.1| PALPLTVLNGSPGFINLCDALNAWQLV-RELRKALGLPAATSFKHVSPAGAAVGVPLSEDEAKVCMVNDMLQDLTP--LATAYARARGSDRMSSFGDFIALSDVCDVPTAKIISREVS----------DGIVAPGYEEDALRILSKKKNG   450
gi|6323768|ref|NP_013839.1| DSLPFKVLCGSPGYINLLDALNSWPLV-KELSASLNLPAAASFKHVSPAGAAVGIPLSDVEKQVYFVADIENLSP---LACAYARARGADRMSSFGDWIALSNIVDVPTAKIISREVS----------DGVIAPGYEPEALAILSKKKGG   450
gi|50311693|ref|XP_455873.1| EELPFKVLSGSPGYINLLDALNSWPLV-KELSASLNLPAAASFKHVSPAGAAVGLPLSDVEKQIYFVADIENLSP---LACAYARARGADRMSSFGDWIALSNIVDVPTAKIISREVS----------DGVIAPGFEPEALEILKKKKNG   450
gi|45198731|ref|NP_985760.1| DELPFKVLCGSPGYINLLDALNSWPLV-KELSASLNLPAAASFKHVSPAGAAVGLPLSDVEKHVYFVAEIENLSP---LACAYARARGADRMSSFGDWIALSNIVDVPTAQIISKEVS----------DGVVAPGYEPEALEILKKKKSG   450
gi|19075527|ref|NP_588027.1| GPLPFKVLCGSPGYINLMDALNSWPLV-KELRENIGIPAAASFKHVSPAGAAVGLPLSDVEKKVYFVSDITEFTP---LACAYARARGADRMSSFGDFIALSDTVDVCTARIISREVS----------DGVIAPGYEPEALELLKKKKGG   450
gi|39944906|ref|XP_361990.1| GKLPFKVLCGSPGYINLLDALNAWPLV-KELKAALGLPAAASFKHVSPAGAAIGTPLSADEQKVYMVEGIEGIESSA-LAQAYARARGADRMSSFGDMIALSDVVDLPTAQIISKEVS----------DGVIAPGYDAAALEVLKKKKGG   450
gi|32422769|ref|XP_331828.1| GKLPFTVVNGAPGYINLLDAFNAWPLV-KELKKALGKPAAASFKHVSPAGAAIGLELTADERKVYMVDDIPGIETSG-LAQAYARARGADRMSSFGDMIALSDVVDVPTATIISKEVS----------DGVIAPGFEPAAAEILKKKKGG   450
gi|71985564|ref|NP_741452.2| DEMPIKVLNGSPGYINILDGLNGWQLV-KELSDATKMPAAASFKHVSPAGAAVGLPLNETEAACCMVSDLPIDTKKPSLAAAYARARGADRMSSFGDFIALSEKCDELTAKIINREVS----------DGVVAPDFDPAALSLLAKKKNG   450
gi|30686280|ref|NP_850240.1| HQKAAFYVDKSLAEVNAGGIATAIQHHGKEMSYNNYLDADAAWNCVSEFENPTCVVVKHTNP--------CGVASRDDILEAYRLAVKADPVSAFGGIVAFNVEVDEVLAREIREFRSPTDGETRMFYEIVVAPKYTAKGLEVLKGK--S   450
gi|115475287|ref|NP_001061240.1| HQKAAFYGDKSLSVVNAGGIATAIQHHGKEMSYNNYLDADAAWNCVSEFESPTCVVVKHTNP--------CGVASRQDILEAYRLAVKGDPVSAFGGIVAFNTTIDEDLAKEIREFRSPTDGQTRMFYEIVVAPGYTEKGLEILKGK--S   450
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gi|24649832|ref|NP_651305.1| GYCILQMDPNYEPSAVERKTIFGLTLEQKRNDAVIDASLFSNVVSKRGP-----LPEVAVRDLIVATIALKYTQSNSVCYARDGQVVGIGAGQQSRIHCTRLAGEKADNWWLRQHPSVAGMKFKAGVKRAEISNAIDNYVNGTVGKDM-P   600
gi|158302073|ref|XP_321707.3| SYCVLQIDPTYEPGPVERKTLFGLQLEQRRNDADINKALFTNIVTKNKT-----LPEGALRDLIVATIALKYTQSNSVCYAKDGQVVGIGAGQQSRIHCTRLAGDKADNWWLRQHPRVAGMQFRKGVKRAEISNAIDNYVNGTVGKDM-P   600
gi|27229048|ref|NP_080471.1| NYCVLQMDQSCKPDENEVRTLFGLRLSQKRNNGVVDKSLFSNIVTKNKD-----LPESALRDLIVATVAVKYTQSNSVCYAKDGQVIGIGAGQQSRIHCTRLAGDKANSWWLRHHPRVLSMKFKAGVKRAEISNAIDQYVTGTIGEGE-D   600
gi|48675845|ref|NP_112276.2| SYCVLQMDQSYKPDENEVRTLFGLRLSQKRNNGVVDKSLFSNIVTKNKD-----LPESALRDLIVATIAVKYTQSNSVCYAKDGQVIGIGAGQQSRIHCTRLAGDKANSWWLRHHPRVLSMKFKAGVKRAEVSNAIDQYVTGTIGEGE-D   600
gi|20127454|ref|NP_004035.2| NYCVLQMDQSYKPDENEVRTLFGLHLSQKRNNGVVDKSLFSNVVTKNKD-----LPESALRDLIVATIAVKYTQSNSVCYAKNGQVIGIGAGQQSRIHCTRLAGDKANYWWLRHHPQVLSMKFKTGVKRAEISNAIDQYVTGTIGEDE-D   600
gi|114583143|ref|XP_001150375.1| NYCVLQMDQSYKPDENEVRTLFGLHLSQKRNNGVVDKSLFSNVVTKNKD-----LPESALRDLIVATIAVKYTQSNSVCYAKNGQVIGIGAGQQSRIHCTRLAGDKANCWWLRHHPQVLSMKFKTGVKRAEISNAIDQYVTGTIGEDE-D   600
gi|115497442|ref|NP_001068722.1| NYCVLQMDQSYIPDENEVRTLFGLRLSQKRNNSVVNRSLFSNIVTKNKD-----LPESALRDLIVATIAVKYTQSNSVCYAKNGQVIGIGAGQQSRIHCTRLAGDKANCWWLRHHPQVLSMKFKTGVKRAEISNAIDQYVTGTIGEGE-D   600
gi|74005447|ref|XP_863050.1| NYCVLQMDQSYNPDENEVRTLFGLRLSQKRNNGVIDRSLFSNISVAIDHPLFFQLPESALRDLIVATIAVKYTQSNSVCYAKNGQVIGIGAGQQSRIHCTRLAGDKANCWWLRHHPQVLSMKFKTGVKRAEISNAIDQYVTGTIGESVPY   600
gi|45384004|ref|NP_990509.1| GYCVLQMDPNYEPDDNEIRTLYGLQLMQKRNNAVIDRSLFKNIVTKNKT-----LPESAVRDLIVASIAVKYTQSNSVCYAKDGQVIGIGAGQQSRIHCTRLAGDKANSWWLRHHPRVLSMKFKAGVKRAEVSNAIDQYVTGTIGEDE-D   600
gi|130507931|ref|NP_001076265.1| NYCVLKMDPEYEPDEEEVRVLFGLHLKQKRNGAVIDKELFSNIVSKGKL------SESALRDLIVASIAVKYTQSNSVCYAKDGQVIGIGAGQQSRIHCTRLAGDKADNWWLRHHPGVLSMRFRGGVKRAEMANAIDLYVSGTVGEGP-D   600
gi|6323768|ref|NP_013839.1| KYCILQIDPNYVPEAVERRQVYGVTLEQKRNDAIINQSTFKEIVSQNKN-----LTEQAIIDLTVATIAIKYTQSNSVCYARNGMVVGLGAGQQSRIHCTRLAGDKADNWWFRQHPRVLEIKWAKGVKRPEKSNAIDLFVTGQIPTEEPE   600
gi|50311693|ref|XP_455873.1| KYCILQIDPNYTPEALESRQVYGVTLQQKRNDAIINKSSFKEIVSQNKD-----LPEQAVIDLTVATIALKYTQSNSVCYAKNGMVVGLGAGQQSRIHCTRLAGDKADNWWLRQHPRVLGFKWAKGVKRPEKSNAIDLFVTGQIPTEEPE   600
gi|45198731|ref|NP_985760.1| KYCILQIDPNYTPEPLESRQVFGVTLQQKRNDAIINKSFFKEIVSANKD-----LPESAIVDLTVATIALKYTQSNSVCYAKNGMVVGLGAGQQSRIHCTRLAGDKADNWWLRQHPRVLAFKWAKGVKRPERSNAIDLFVTNQVPTEEPE   600
gi|19075527|ref|NP_588027.1| KYCVLQMDPKYVPAEIETRQVYGISLQQHRNHAKIDFSLFEKVVSKNKD-----LPKSALIDLVIATTALKYTQSNSVCYAKNGMVVGLGAGQQSRIHCNRLAGDKADNWWLRHHPKVLGMQFKKSAKRPEKSNAIDLYVLDAVPAEGSE   600
gi|39944906|ref|XP_361990.1| RYLVLQMDADYVPSPQELRTVYGVSLAQHRNDVEVSPASFSTVLVPKDGP---ALPESALRDLTVATIALKYTQSNSVCYAANGQVIGLGAGQQSRIHCTRLAGDKADNWWLRFHPRVLGIKWKKGTKRPDKSNAIDLLVSGELPKSGPE   600
gi|32422769|ref|XP_331828.1| RYLMLQVDPEFEPSKSETRTVFGITLAQGRNDVEISPETFSNIITPKDG----TLPENAQRDLTIATIAAKYTQSNSVCYAARGQVVGLGAGQQSRIHCTRLAGDKTDNWWLRFNPRVIGIKWKKGAKRPDKSNAIDLLVSGQLPKDGPE   600
gi|71985564|ref|NP_741452.2| NYCVLKINPNYLPSETEERTVFGLRLRQKRNNAVINAETFNNVVGSANE-----LNKQAIDDLIVATIALKYAQSNSVCFAHRGQVIGMGAGQQSRIHCTRLAGDKAMNWWLRQHPTVLSLPWKNAIKRSEKSNAIDVLCSGVLGSEI-A   600
gi|30686280|ref|NP_850240.1| KTLRILEAKKNDQGKLSLRQVGGGWLAQDSDDLTPEDISFNSVSDKTPT-------ESELADAKFAWLCVKHVKSNAIVIAKNNCMLGMGSGQPNRVESLRIAFKKAG------------------------------------------   600
gi|115475287|ref|NP_001061240.1| KTLRILEAKRSGKGMLSLRQVSGGWLAQESDDLTPEDITFTTVSERAPQ-------DSELSDAKFAWLCVKHVKSNAIVIAKNNCMLGMGSGQPNRLESLRIAFRKAG------------------------------------------   600
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gi|24649832|ref|NP_651305.1| LSQFEGMFDKAPAQLTSEQKVEWLKQLSGVALGSDAFFPFR--DNIDRASLSGVSYIASPAGSTNDAGVIAACDEHGIIMAHT---------NLRLFHH---------   708
gi|158302073|ref|XP_321707.3| VAQFEAMLEKVPAPLTGEDKEQWTRQLTGVSLGSDAFFPFR--DNVDRAKLSGVSYIASPAGSTNDAGVIDACNEHDIVMVHT---------NLRLFHH---------   708
gi|27229048|ref|NP_080471.1| LVKWEALFEEVPELLTEAEKKEWVDKLSGVSVSSDAFFPFR--DNVDRAKRSGVAYIVAPSGSTADKVVIEACDELGIVLAHT---------DLRLFHH---------   708
gi|48675845|ref|NP_112276.2| LVKWKALFEEVPELLTEAEKKEWVDKLSGVSVSSDAFFPFR--DNVDRAKRSGVAYIVAPSGSTADKVVIEACDELGIVLAHT---------DLRLFHH---------   708
gi|20127454|ref|NP_004035.2| LIKWKALFEEVPELLTEAEKKEWVEKLTEVSISSDAFFPFR--DNVDRAKRSGVAYIAAPSGSAADKVVIEACDELGIILAHT---------NLRLFHH---------   708
gi|114583143|ref|XP_001150375.1| LIKWKALFEEVPELLTEAEKKEWVEKLTEVSISSDAFFPFR--DNVDRAKRSGVAYIAAPSGSAADKVVIEACDELGIILAHT---------NLRLFHH---------   708
gi|115497442|ref|NP_001068722.1| LIKWKALFEEVPELLTETEKKEWIDKLNEVSISSDAFFPFR--DNVDRAKRSGVAYIAAPSGSAADKVVIEACDELGIILAHT---------NLRLFHH---------   708
gi|74005447|ref|XP_863050.1| NHKWKALFEEVPELLTETEKKEWVDKLSEVSISSDAFFPFR--DNVDRAKRSGVAYIAAPSGSAADKVVIEACDELGIILAHT---------NLRLFHH---------   708
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