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melanogaster

alpha-
PS2

MSAHGYNIDLPSYVRFRQSSNSMFG
FSIAMHKGRSGFYGNQNNVSLIVGA
PKFDTSRYQQGVTEAGGVFKCSLND
DDCKLVPFDSKGNNRNVDKEVVDR
KSYQWLGATVATGRDSDLVVACAPR
YVFHTMTPSRAFRIDPVGTCFTSHN
FEEFYEVSPCRTNNWGYHRQGSCQ
IAGFSAAINGNGSRLFIGAPGSWYWQ
GQTYSIPPDAKFPFKPPLYQPFGTGG
MASSHDVTRPENQVFSTSESASVND
DSYLGYSMVTGDFDGDRSEDVAIGM
PRGGNLVGRIVVNRWNMANIFNITG
RQIGEYFGYSLATSDVDGDGLDDLLI
GAPMYTDPDNVEGKYDVGRVYILLQ
GGPTEEKRWTTEHIRDGYHSKGRFG
LALTTLGDVNGDGYGDFAVGAPYDG
PEGRGVVYIFHGSPMGPLAKPSQIIK
SEQLVEGAPYPRTFGFALSGGLDMD
GNTYPDLAVGAYSSDQVFIFKSRPVA
IAVNAETSFASNSKLISLDDRSCQLVR
DHKKVPCMLLTTCWSYTGRYLPEQL
DFDVSWLLDAKKLLNPRMFFLRDE
GKNIRNQTIRLNYGQKYCLNETVYLL
DKVQDKLTPLEVEARYNLRSSRPLD
PMVRHRRSILEPVIDQNREIVLRDAI
NIQKNCGPDNICEPDLKLKVSTVDK
YLFGSPEPLVIEVFISNTNEDAFEAA
FYMVTPPDLQFRKLQQLGEKKDTPI
TCSPPTPENNHTLKCDIGNPLESGKI
IAHFKISLVPEEKYGSSSSYDFYWEAN
STNLEKPGSEYDNKIRQSVGIWVDT
DLDIKGTSLPDYQLYKADDYKELENA
TKEDDIGPQVVHIYEIRNNRPSIIEEA
EVFIHLPYETIVGDPLMYLLNQPETG
GKIQCDDVAFNEYNLLLDEKLVKKS
[YLQAQGAIWNSAQVSGQSSSSSSSG
GASVHIEKARGEGFVRGVLVSNSTD
IAGDKLSPKQVEQRRQEDTLEALGDA
SFVHRDRASQAVQEPQVNQTSFTTY
STSSSSSGSGAPSAQLRGHSTQGHI
QMAGPVQHTSSSSSSNYRSWPAQQ
QQQHQQLLLAGSGGSGLGSPVTFN
DKSQFGGRNNNFHTGTLDLGTLNR
GNVDNELYRSQGQYQNPSQSLGQS
QGQFQANANQGHYQGQNQAQFQA
RNPGFQGQTSYQGQTQYSGQPGGY
QTHHVTYSSGSKPYYGRENEDFYDE
DNLQQATPGHWSSSSSSSSSSGTRR
LRRSNDKDGATEKPLQIDLNSPCQS
IARCKSIRCVVTNLGTEDGDAAFVAIR
IARMVAKTMEKLASNVPLNVSTLAVA
NVTLLPFIGAPKDAIVKTHEIFYKAEP
EPLQVPDVVPLWVVVLAACAGALIFL
LLVWLLYKCGFFNRNRPTDHSQER
QPLRNGYHGDEHL




