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gi|15232077|ref|NP_189342.1| ------------------------------------------------------------------MPSMP-----------------------------EEPLLTPTPDRFCMFPIHYPQIWEMYKKAEASFWTAEEVDLSQDNRDWEN   150
gi|115466138|ref|NP_001056668.1| ------------------------------------------------------------------MPAAAAAKTLV---------------PARGGGDMEEPLLAESSDRFSMFPIRYPQIWEFYKKAVASFWTAEEVDLSADARHWDA   150
gi|4557845|ref|NP_001025.1| ---MLSLRVPLAPITDPQQ-----LQLSPLKG----------------LSLVDKENTPPALSGTRVLASKTARRIFQ-------EPTEPKTKAAA-PGVEDEPLLRENPRRFVIFPIEYHDIWQMYKKAEASFWTAEEVDLSKDIQHWES   150
gi|73979721|ref|XP_540076.2| ---MLSVRVPLATIADPQQQQQQQLQLSPLKG----------------LSLADKENTPPALSGTRVLASKTARRIFQ-------EPAEPKTKVLA-PSAEEEPLLRENPRRFVIFPIEYHDIWQMYKKAEASFWTAEEVDLSKDIQHWES   150
gi|76630259|ref|XP_584910.2| ---MLSFRVPLATIADPQQ-----QQLSPLKG----------------LSLADKENTPPSLSGTRVLASKTARRIFQ-------EPSEPNPKLSA-PSVEDEPLLRENPRRFVIFPIEYHDIWQMYKKAEASFWTAEEVDLSKDIQHWEA   150
gi|7106399|ref|NP_033130.1| ---MLSVRTPLATIADQQQ-----LQLSPLKR----------------LTLADKENTPPTLSSTRVLASKAARRIFQ-------DSAELESKAPTNPSVEDEPLLRENPRRFVVFPIEYHDIWQMYKKAEASFWTAEEVDLSKDIQHWEA   150
gi|71043760|ref|NP_001020911.1| ---MLSVRAPLATIADQQQ-----LHLSPLKR----------------LSLADKENTPPTLSSARVLASKAARRIFQ-------DSAELESKAPTKPSIEEEPLLRENPRRFVVFPIEYHDIWQMYKKAEASFWTAEEVDLSKDIQHWEA   150
gi|118089007|ref|XP_419948.2| ---MLSTRVPLAARQEQPR-------LSPLKN----------------LALSDKENTPPALSSSRVLASKTARKIFQ-------ESEG----TPVARGAEEEPLLRENPRRFVIFPIQYHDIWQMYKKAEASFWTAEEVDLSKDLQHWES   150
gi|18859327|ref|NP_571525.1| ---MSSTRSPLKTKNENTIS-------TKMNN----------------MSFVDKENTPPSLSSTRILASKTARKIFD-------ESEGQSKAKKG--AVEEEPLLKENPHRFVIFPIQYHDIWQMYKKAEASFWTAEEVDLSKDLQHWDS   150
gi|18079279|ref|NP_525111.1| ----MASKENIADNMEKFSLKSPSKKILTDST----------------NNVR--KMSIGHEANGQLAKE---SSTVN--GIGKSANSLMEKSVT-PFDPSLEPLLRENPRRFVIFPIQYHDIWQMYKKAEASFWTVEEVDLSKDLTDWHR   150
gi|158286793|ref|XP_308927.4| ---MVLEKENFAENMETIIKN--TRKVLTESG----------------ANATPTKTPVPMEEEDKKVAAGDADAAVDPKELAKSELSEVHKHESAPFDPSIEPLLRDNPRRFVIFPIQYPDIWQMYKKAEASFWTVEEVDLSKDMKDWET   150
gi|17551968|ref|NP_497821.1| ---MTLTEIQNVEKENAGAS-------VPKHS----------------SNKLKLEKELEKLEIVDQTKAASAEETNN--------ESEVNELDAD------EPMLQDLDNRFVIFPLKHHDIWNFYKKAVASFWTVEEVDLGKDMNDWEK   150
gi|6322434|ref|NP_012508.1| -----MPKETPSKAAADALSDLEIKDSKSNLN--------------KELETLREENRVKS--DMLKEKLSKDAENHK-----AYLKSHQVHRHKLKEMEKEEPLLNEDKERTVLFPIKYHEIWQAYKRAEASFWTAEEIDLSKDIHDWNN   150
gi|50311465|ref|XP_455757.1| --MSPIMKETPSKAAASALSDLELGEAKKDLG--------------SQLGAVKEETAAD-----IDIKIAKAVEEHK-----KFIKSHHVHRHKLKALEKDEPLLVENKRRFVLFPIKYHEIWEAYKRAEASFWTAEEIDLSKDLHDWNN   150
gi|45184688|ref|NP_982406.1| MPETSVPKETPSKVTANALSELDLTTSRRSLGPTLAKENQPQLGSHEKVHIIDEKHAVADGDVDANQSLSQAAREHQ-----QFLRSHQVHRHHLKEQEKNEPLLMENKRRFVLFPIKYHDIWQAYKRAEASFWTAEEIDLSKDIHDWNN   150
gi|19113338|ref|NP_596546.1| ----------------MGLEHLEEFSYPKEHG--------------EEVEYDSEQGVRKIYVKSIKETFNFDNVSEE-----EKQEGGDYYLGK-KEDELDEVVLRPNPHRFVLFPIKYHEIWQFYKKAEASFWTAEEIDLSKDLVDWDN   150
gi|39977011|ref|XP_369893.1| -----MIETTPSKQAASAIESFKMESPVKKLD----------------FNVADKENQPHTESVA--EETVEKPLAKD-----VKPVEKPAVAPTIKAFEMDEPILQENPQRFV---------WQMYKKAEASFWTAEEIDLSKDLHDWNN   150
gi|32416230|ref|XP_328593.1| ----MSVQTSPSKQVTSGIQNLNMDSPAKKLD----------------FGATDKENKPFDEDLAKLEAEIDAEHNAN-----KKAAEAKKMAPTLKPEEANEPLLTENPQRFVLFPIKYHEIWQMYKKAEASFWTAEEIDLSKDLHDWNN   150
gi|124808087|ref|XP_001348226.1| --------------------------------------------------MADVINISRIPIFSKQEREFSDLQKGK---------------------EINEKILNKESDRFTLYPILYPDVWDFYKKAEASFWTAEEIDLSSDLKDFEK   150
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gi|15232077|ref|NP_189342.1| SLNDGERHFIKHVLAFFAASDGIVLENLASRFMSDVQVSEARAFYGFQIAIENIHSEMYSLLLDTYIKDNKERDHLFRAIETIPCVAKKAQWAMKWIDGSQ-TFAERIIAFACVEGIFFSGSFCSIFWLKKRGLMPGLTFSNELISRDEG   300
gi|115466138|ref|NP_001056668.1| ALSPDERHFVSHVLAFFAASDGIVLENLASRFMSDVQVAEARAFYGFQIAIENIHSEMYSLLLETYIRDDVEKDRLFRAIDTVPAVRRKADWAMRWIDGGE-RFAERLVAFACVEGIFFSGSFCAIFWLKKRGLMPGLTFSNELISRDEG   300
gi|4557845|ref|NP_001025.1| -LKPEERYFISHVLAFFAASDGIVNENLVERFSQEVQITEARCFYGFQIAMENIHSEMYSLLIDTYIKDPKEREFLFNAIETMPCVKKKADWALRWIGDKEATYGERVVAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|73979721|ref|XP_540076.2| -LKPEERYFISHVLAFFAASDGIVNENLVERFSQEVQITEARCFYGFQIAMENIHSEMYSLLIDTYIKDSKEREFLFNAIETMPCVKKKADWALRWIGDKEATYGERVVAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|76630259|ref|XP_584910.2| -LKSEERYFISHVLAFFAASDGIVNENLVERFSQEVQITEARCFYGFQIAMENIHSEMYSLLIDTYIKDSKEREFLFNAIETMPCVKKKADWALRWIGDKAATYGERVVAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|7106399|ref|NP_033130.1| -LKPDERHFISHVLAFFAASDGIVNENLVERFSQEVQVTEARCFYGFQIAMENIHSEMYSLLIDTYIKDPKEREYLFNAIETMPCVKKKADWALRWIGDKEATYGERVVAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|71043760|ref|NP_001020911.1| -LKPDERHFISHVLAFFAASDGIVNENLVERFSQEVQVTEARCFYGFQIAMENIHSEMYSLLIDTYIKDSKEREYLFNAIETMPCVKKKADWALRWIGDKEATYGERVVAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|118089007|ref|XP_419948.2| -LKPEEKYFISHVLAFFAASDGIVNENLVERFSQEVQVTEARCFYGFQIAMENIHSEMYSLLIDTYIKDSKEREFLFNAIETLPCVKKKADWAIRWIGDKKATYGERVVAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|18859327|ref|NP_571525.1| -LKDEERYFISHVLAFFAASDGIVNENLVERFTQEVQVTEARCFYGFQIAMENIHSEMYSLLIDTYIKDSKEREFLFNAIETMPCVKKKADWALNWIGDKNARYGERVVAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|18079279|ref|NP_525111.1| -LKDDERHFISHVLAFFAASDGIVNENLVERFSQEVQITEARCFYGFQIAMENVHSEMYSVLIDTYIRDPHQREYLFNAIETMPAVKRKADWALSWISSKSANFGERIIAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|158286793|ref|XP_308927.4| -LKPSERHFISHVLAFFAASDGIVNENLVERFSQEVQVTEARCFYGFQIAMENVHSEMYSLLIDTYIRDSKEREFLFNAIETLPCVKRKADWALNWISSKKANFGERVVAFAAVEGIFFSGSFAAIFWLKKRGLMPGLTFSNELISRDEG   300
gi|17551968|ref|NP_497821.1| -MNGDEQYFISRILAFFAASDGIVNENLCERFSNEVQVSEARFFYGFQIAIENIHSEMYSKLIETYIRDETERNTLFNAVDEFEFIKKKADWALRWISDKKASFAERLIAFAAVEGIFFSGSFASIFWLKKRGLMPGLTHSNELISRDEG   300
gi|6322434|ref|NP_012508.1| RMNENERFFISRVLAFFAASDGIVNENLVENFSTEVQIPEAKSFYGFQIMIENIHSETYSLLIDTYIKDPKESEFLFNAIHTIPEIGEKAEWALRWIQDADALFGERLVAFASIEGVFFSGSFASIFWLKKRGMMPGLTFSNELICRDEG   300
gi|50311465|ref|XP_455757.1| RMNENERFFISRILAFFAASDGIVNENLVENFSAEVQAPEAKCFYGFQIMMENIHSETYSLLIDTYIKDPKESEFLFNAIETIPQIKEKAEWAIRWIQDDDALFGERLVAFAAVEGVFFSGSFAAIFWLKKKGLMPGLTFSNELICRDEG   300
gi|45184688|ref|NP_982406.1| RMTENERFFISRVLAFFAASDGIVNENLVENFSAEVQIPEAKCFYGFQIMMENIHSETYSLLIDTYIKDPKEADHLFNAIETIPEIKEKAEWAIRWIQDKDALFAERLVAFAAVEGIFFSGSFAAIFWLKKKGLMPGLTFSNELICRDEG   300
gi|19113338|ref|NP_596546.1| KLNADERYFISTVLAYFAASDGIVNENLLERFSSEVQIPEARCVYGFQIMIENIHSETYSLLLDTYIREPKEKQRHFDAILTMGSIKAKAKWALRWINDEDSTYAIRLVAFAAVEGIFFSGSFASIFWLKKRGLMPGLTFSNELICRDEG   300
gi|39977011|ref|XP_369893.1| KLTDDEKYFISHILAFFAASDGIVNENLVERFSAEVQIPEARCFYGFQIMMENIHSETYSLLIDTYIKETAQRTYLFNAIDTIPCIRKKADWALRWITDKKSTFATRLIAFAVVEGIFFSGAFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|32416230|ref|XP_328593.1| RLNDDEKFFISHILAFFAASDGIVNENLVERFSGEVQIPEARCFYGFQIMMENIHSETYSLLIDTYIKEPSQRTYLFNAIDTIPCIRKKADWALRWITDKSSTFAQRLVAFAAVEGIFFSGAFASIFWLKKRGLMPGLTFSNELISRDEG   300
gi|124808087|ref|XP_001348226.1| -LNENEKHFIKHVLAFFAASDGIVLENLASKFLREVQITEAKKFYSFQIAVENIHSETYSLLIDNYIKDEKERLNLFHAIENIPAVKNKALWAAKWINDTN-SFAERIVANACVEGILFSGSFCAIFWFKKQNKLHGLTFSNELISRDEG   300
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gi|15232077|ref|NP_189342.1| LHCDFACLLYTLLKTKLSEERVKSIVCDAVEIEREFVCDALPCALVGMNRDLMSQYIEFVADRLLGALGYGKVYGVTNPFDWMELISLQGKTNFFEKRVGDYQKASVMSSVNGNGAFDN------------HVFSLDEDF   440
gi|115466138|ref|NP_001056668.1| LHCDFACLLYDLLRGKLDESRVQEIVADAVDIEREFVCDALPVALVGMNGELMSQYIEFVADRLLMALGCKKMYNVANPFDWMELISLQGKTNFFEKRVGDYQKASVMSSLNG-GASCN------------HVFSIDEDF   440
gi|4557845|ref|NP_001025.1| LHCDFACLMFKHLVHKPSEERVREIIINAVRIEQEFLTEALPVKLIGMNCTLMKQYIEFVADRLMLELGFSKVFRVENPFDFMENISLEGKTNFFEKRVGEYQRMGVMSSP----TEN--------------SFTLDADF   440
gi|73979721|ref|XP_540076.2| LHCDFACLMFKHLVHKPSEQRVKEIIINAVRIEQEFLTEALPVKLIGMNCTLMKQYIEFVADRLMLELGFSKVFRVENPFDFMENISLEGKTNFFEKRVGEYQRMGVMSSP----TEN--------------SFTLDADF   440
gi|76630259|ref|XP_584910.2| LHCDFACLMFKHLLHKPSEQRVKEIIVNAVRIEQEFLTEALPVKLIGMNCTLMKQYIEFVADRLMLELGFSKVFRVENPFDFMENISLEGKTNFFEKRVGEYQRMGVMSSP----TEN--------------SFTLDADF   440
gi|7106399|ref|NP_033130.1| LHCDFACLMFKHLVHKPAEQRVREIITNAVRIEQEFLTEALPVKLIGMNCTLMKQYIEFVADRLMLELGFNKIFRVENPFDFMENISLEGKTNFFEKRVGEYQRMGVMSNS----TEN--------------SFTLDADF   440
gi|71043760|ref|NP_001020911.1| LHCDFACLMFKHLVHKPSEQRVKEIITNSVRIEQEFLTEALPVKLIGMNCTLMKQYIEFVADRLMLELGFNKIFKVENPFDFMENISLEGKTNFFEKRVGEYQRMGVMSNS----TEN--------------SFTLDADF   440
gi|118089007|ref|XP_419948.2| LHCDFACLMFKHLIRKPSEERVKEIIMNAVLIEQEFLTEALPVKLIGMNCTLMKQYIEFVADRLMLELGFRKIYKVENPFDFMENISLEGKTNFFEKRVGEYQRMGVMSKP----TDN--------------SFTLDAEF   440
gi|18859327|ref|NP_571525.1| LHCDFACLMFKHLINKPSEETVKKIIMNAVEIEQEFLTDALPVKLIGMNCDLMKQYIEFVADRLLLELGFDKVYRVENPFDFMENISLEGKTNFFEKRVGEYQRMGVMSGT----TDN--------------TFTLDADF   440
gi|18079279|ref|NP_525111.1| LHCDFAVLMFQHLVQRPKRERIIEIIRDAVAIEQEFLTDALPVNLIGMNCDLMSQYIEFVADRLLVELGVGKIYNTKNPFNFMEMISLDGKTNFFEKKVGEYQRMGVVSNP----LDN--------------VFTLDADF   440
gi|158286793|ref|XP_308927.4| LHCDFACLMFKYLVQKPSKERVTEIIRDAVLIEQEFLTKALPVDMLGMNCDLMSQYIEFVADRLLLELGCEKIYHTKNPFSFMEFISLEGKTNFFEKKVGEYQKWGVMANR----LDN--------------VFTLDADF   440
gi|17551968|ref|NP_497821.1| LHRDFACLLYSKLQKKLTQQRIYDIIKDAVAIEQEFLTEALPVDMIGMNCRLMSQYIEFVADHLLVELGCDKLYKSKNPFDFMENISIDGKTNFFEKRVSEYQRPGVMVNE----AER--------------QFDLEADF   440
gi|6322434|ref|NP_012508.1| LHTDFACLLFAHLKNKPDPAIVEKIVTEAVEIEQRYFLDALPVALLGMNADLMNQYVEFVADRLLVAFGNKKYYKVENPFDFMENISLAGKTNFFEKRVSDYQKAGVMSKS--TKQEA-------------GAFTFNEDF   440
gi|50311465|ref|XP_455757.1| LHTDFACLLFAHLKNKPNPEIVEKIITEAVEIEKRYFMDALPVSLLGMNADLMNQYVEFVADRLLVALGNKKYFNVTNPFDFMENISLAGKTNFFEKRVSDYQKAGVIAKSSNTEAQD-------------GAFAFDEDF   440
gi|45184688|ref|NP_982406.1| LHTDFACLLFAHLNNKPDTEIVEKIITEAVEIEKRYFQDAIPVALLGMNSSLMNQYVEFVADRLLVALGNKKYYNVSNPFDFMENISLAGKTNFFEKRVSDYQKAGVMAKSTKQESES-------------GAFTFDEDF   440
gi|19113338|ref|NP_596546.1| LHTDFACLMFSHLKHRPGRKVVEAIIVEAVDIEKEYFTDALPVSLLGMNKDLMCQYIEFVADRLLVALGNDKYYNVTNPFDFMENISLAGKTNFFEKKVSDYQIAGVMSGTKRAEKDD-------------HTFTIDEDF   440
gi|39977011|ref|XP_369893.1| LHTDFACLLFSLLNNRPNKEVVKEIVVDAVKIEQEFLTEALPCALLGMNANLMKQYIEFVADRLLVALGNEKVYRATNPFDFMENISLGGKTNFFEKRVGEYQKAGVMASTKKAPVEEKTSTSPQAEDSNSGDFTFDDDF   440
gi|32416230|ref|XP_328593.1| LHTDFACLLFSHLNNRPSKQLIQEIIVDAVRIEQEFLTEALPCALLGMNADLMKQYIEFVADRLLVALGNEKIYRSTNPFDFMENISLGGKTNFFEKRVGDYQKAGVMNSTKKADADAEVAK-----NENGGDFTFDEDF   440
gi|124808087|ref|XP_001348226.1| LHTDFNCLIYSLLDNKLPEQMVQNIVKEAVEVERSFICESLPCDLIGMNSRLMSQYIEFVADRLLECLGCSKIFHSKNPFNWMDLISLQGKTNFFEKRVADYQKSGVMAQR----KDQ--------------VFCLNTEF   440
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