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gi|6755098|ref|NP_035241.1| FISPWSISSTLAIVLLGAGGNTEQQMAKVLQFNEIGSYGITTRNPENFSGCDFAQQIQKENYPSAILQAQAGDKIHSAFSSLSSTINTP-QGDYLLESANKLFGEKSARFKEEYIQLSKKYYSTEPEAVDFLECAEEAREKINSWVKTQT   300
gi|11067431|ref|NP_067728.1| FISPWSISSTLAIVFLGAQANTEEQMAKVLNFDKIGSYDLTPGNPENFHGCDFAQHIQRDNYPVAILQAQARDKIHSAFSSLSSTINTPRLGDYLLESANKLFGEKSARFKEEYIQRCKKYYSTEPEAVDFLECANEARKKINSWVKTQT   300
gi|4505595|ref|NP_002566.1| FLSPWSISSTMAMVYMGSRGSTEDQMAKVLQFNEVGANAVTPMTPENFTSCGFMQQIQKGSYPDAILQAQAADKIHSSFRSLSSAINAS-TGNYLLESVNKLFGEKSASFREEYIRLCQKYYSSEPQAVDFLECAEEARKKINSWVKTQT   300
gi|114673462|ref|XP_001148522.1| FLSPWSISSTMAMVYMGSRGSTENQMAKVLQFNEVGANAVTPMTPENFTSCGFMQQIQKGTYPDAILQAQAADKIHSSFRSLSSAINAS-TGDYLLESVNKLFGEKSASFREEYIRLCQKYYSSEPQAVDFLEYAEEARKKINSWVKTQT   300
gi|73945841|ref|XP_851985.1| FFSPWSISSTIAMVYLGARGKTADQMAKVFQFDKIGA-PETPVTPENLTGCELMQQIQKSPYPEAISQAQAGAALHSAFSSLSAAVSAA-SGEYLLESVNQLFGEKTARFKEEYMRLSKKYYSTEPQAVDFLECAEETRKKINSWVKTQT   300
gi|76683102|ref|XP_582291.2| FFCPWSISSTVAMVYLGARGNTADQIAQVLQFNQVGVHKGTPVTPQSLTSCDFTQQIQRDTFPDAILQAQAAGKIHSSFRSLSNAINAS-TGEYLLESANMLFGEKSARFKEEYMQLSKKYYSTEPQAVDFLERAEDTRKKINSWVKTQT   300
gi|76674567|ref|XP_581432.2| FFCPWSISSTMAMVYLGARGNTADQIAQVLQFNQVGVHRGTPVTPRSLSSCNFSQQIQRGTYPDAILQAQAAGVIHSSFHSLSNTINVS-MGEYLLESANKLFGEKSARFKEEYMQLSKRYYSTEPQAVDFLECAEDARKQINSWVKTQT   300
gi|50734136|ref|XP_418982.1| LFSPLSISSALATVYLGAKGNTADQMAKVLYFNEAEGARNITTTIRMQVYSRTDERLSNHRACFQKTEIGKSGNIHAGFKALNLEINQP-TKSYLLRSINQLYGEKSLPFSKEYLQLAKKYYSAEPQSVDFVGAANAIRREINSTVEHQT   300
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gi|6755098|ref|NP_035241.1| KGEIPNLLPEGSVDEDTKMVLVNAVYFKGKWKTPFEKKLNGLYPFRVNSHESIPVQMMFLHAKLNIGYIKDLKTQILELPHTG-NISMLLLLPDEIEDASTGLELLESEINFANFNKWISKDTLDEDDVVVYIPKFKLAQSYELKSILQS   450
gi|11067431|ref|NP_067728.1| KGEIPNLLPEGSVDEDTKMVLVNTIYFKGRWKTPFQKRLNGLYPFRVNLNESKPVQMMYLREKLNIGYIKDLKTQILELPYIG-NISMFLLLPDEIEDSSTGLEMLEREINFDNFNKWISKETLDEDDVLVYIPKFKLAQNYELKPILQR   450
gi|4505595|ref|NP_002566.1| KGKIPNLLPEGSVDGDTRMVLVNAVYFKGKWKTPFEKKLNGLYPFRVNSAQRTPVQMMYLREKLNIGYIEDLKAQILELPYAG-DVSMFLLLPDEIADVSTGLELLESEITYDKLNKWTSKDKMAEDEVEVYIPQFKLEEHYELRSILRS   450
gi|114673462|ref|XP_001148522.1| KGKISNLLPEGSVDGDTRMVLVNAVYFKGKWKTPFEKKLNGLYPFRVNSAQRTPVQMMYLREKLNIGYIEDLKAQILELPYAG-NVSMFLLLPDEIADVSTGLELLESEITYDKLNKWTSKDKMAEDDVEVYIPQFKLEEHYELRSILRS   450
gi|73945841|ref|XP_851985.1| KGKIPDLLPKGSVDGDTKMVLVNAVYFKGKWKTPFEKKLNGLYPFRVNTTQRVPVQMMYLHADLNIGYIGDLKTQILELPYAG-NISMFLLLPDEITDVSTGLELLESEITYDKFIKWTSKDTMAEDNVEVYLPQFKLEERYELRSILRN   450
gi|76683102|ref|XP_582291.2| KGKIPNLLPEGSVDVDTKMVLVNAVYFKGRWKTPFQKKLKGLYPFRVNSTQRKSVEMMFLNEKLNIGYIADLKVQILELPYAG-DVSMFLLLPDGIAESSTGLEMLESEITYDKLNKWLSKDTMAEDDVVVYIPEFKLEEHYELKTILTS   450
gi|76674567|ref|XP_581432.2| KGKIPNLLPEGSVDADTKMVLVNAIYFKGKWKTPFQKKLKGLYPFHVNSTQHKSVEMMFLHEKLNIGYIADLKVQILELPYAG-EVSMFLLLPDGIAESSTGLELLESEITPDKLSKWLSEDTMGEDDVEVYIPRFKLEERYGLKTILTG   450
gi|50734136|ref|XP_418982.1| EGKIKSLLPPGSIDSLTRLVLVNALYFKGNWATKFDAEDTRQRPFRINTHTTKPVPIMHLSDKFNWTYVESAQIDVLELPYVNNELSMFILLPREI----TGLQKLINELTFEKLSAWTSPELMEKMKMEVYLPRFTVEEKYDLKSTLSK   450
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gi|6755098|ref|NP_035241.1| MGMEDAFNKGKANFSGMSERNDLFLSEVFHQASVDVTEEGTVAAGGTGAVMTGRTGHGGPQFVADHPFLFFIMDKITHTILFVGRFSSP--   541
gi|11067431|ref|NP_067728.1| MGMEDAFNKGKADFSGMSESNDLFLSEVFHQATVDVNEEGTVAAGGTGAVMTGRTGHGGPQFVADHPFLFFIMNNITRTILFVGRFSSP--   541
gi|4505595|ref|NP_002566.1| MGMEDAFNKGRANFSGMSERNDLFLSEVFHQAMVDVNEEGTEAAAGTGGVMTGRTGHGGPQFVADHPFLFLIMHKITNCILFFGRFSSP--   541
gi|114673462|ref|XP_001148522.1| MGMEDAFNKGRANFSGMSERNDLFLSEVFHQAMVDVNEEGTEAAAGTGGVMTGRTGHGGPQFVADHPFLFLIMHKITKCILFFGRFSSP--   541
gi|73945841|ref|XP_851985.1| MGMEEAFSQSQANFSGMSNTNDLFLSQVFHQATVDVNEEGTEAAAGTGATLSGRTGHGGPQFVADHPFLFLIMHKITKSILFFGRLVLPQN   541
gi|76683102|ref|XP_582291.2| MGMGDAFSQGRANFSGMSGKNDLFLSEVFHQASVEVNEEGTEAAAGTGAIMTGRTGHGGPQFVADHPFLFFIMHKITKSILFWGRFASP--   541
gi|76674567|ref|XP_581432.2| MGMGDAFSQGRANFSGMSEKNDLFLSEVFHQASVDVNEEGTEAAAGTGAIVTGRTGHGGPQFVADHPFLFFIVHKITKSILFWGRFASP--   541
gi|50734136|ref|XP_418982.1| MGIEDAFTEGQADFRGMSENADLFLSQVFHKCYVEVNEEGTEAAAASSASLASRTLGATVIFVADHPFLFIIRHNKTKCILFLGRFCSP--   541
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