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1 BBBBRL cracoooioLoLoLoLoLOuOL Bpp

(1) ===mmmmmmmm oo MTEHLDVVIVGAGISGVSAAWHLODRCPTKSYA
(1) MNGQHPRSVVTAPDATTGTTSYDVVVVGAGIAGLYATHRFRSQ- -GLTVR
(1) mmmmmmmemem e MSQKMDFDAIVIGGGFGGLYAVKKLRDEL - ELKVQ
BBp 100
(34) ILEKRESM{GWDLFRYPGIRSDYDMY - - - - - TLGFRFRPWTGRQAIADG
(49) AFEAASGVQGVWYWNRY HGARCDVEEIDYSYSFSPELEQEWNWSEKYATQ
(35) AFDKATDVAGITWYWNRYPEALTDTETHLYCYSWDKELLQSLEIKKKYVQG
101 150
(79) KPILHYVKSTAAMYGIDRHIRFHHKVISADWSTAENRWTVHI -QSHGTLS
(99) PEILAY[LEHVADRFDLRRDIRFDTRVTSAVLDEEGLRWTVRT - - - -DRGD
(85) PDVRK]YLOQVAEKHDLKKSYQFNTAVQSAHYNEADALWEVTT - - - - EYGD
151 200

(128) ALTCEFLFLCSGYYNYDEGYSPRFAGSEDFVGPIIHPQHWPED-LDYDAK
(145) EVSARFLVVAAGPLSNAN - - TPAFDGLDRFTGDIVHTARWPHDGVDFTGK
(131) KYTARFLITALGLLSAPN- - LPNIKGINQFKGELHHTSRWPDD-VSFEGK

PRBBPP cxqacoao oo PRBBRP 250

(177)NIVVIGSGATAVTLVPALADSGAKHVTMLORSPTYIVSQ---PDRD- - -
(193) RVGVIGTGYSGIQSIPIIAEQ-AEQLFVFQRSANYSIPAGNVPLDDATR
(178) RVGVIGTGYTEGVQVITAVAPL-AKHLTVFQRSAQYSVPIGNDPLSEEDV

300
(220) ====-=-=--------- GIAEKLNRWLPETMAYTAVRW-KNVLRQAAVYS
(241) AEQKANYAERRRLSRESGGGSPHRPHPKSALEVSEEER-RAVYEERWKLG
(226) KKIKDNYDKIWDGVWNSALAFGLNESTVPAMSVSAEER - KAVFEKAWQTG

350
(252)A----- CQKWPRRMRKMFLSLIQRQLPEG- - - -YDVRKHFGPHYNPWD - -
(290) G- -VLFSKAFPDQLTDPAANDTARAFWEEKIRAVVDDPAVAELLTPKDHA
(275) GGFRFMFETFGDIATNMEANIEAQNF IKGKIAEIVKDPAIAQKLMPQD - -

351 400
(291) - --QRLCLVPNGD-LFRAIRHGKVEVVTDTIERFTATGIRLNSGRELPAD
(338) IGAKRIVTDSGYYETYNRDNVELVDLRSTPIVGMDETGIVT-TGAHYDLD
(323) LYAKRPLCDSGYYNTFNRDNVRLEDVKANPIVEITENGVKLENGDFVELD

401 450
(337) ITITATELNLQLFGGATATIDGQQ- - - - - - VDITTTMAYKGMMLSGIPNM
(387) MIVLAT[FFDAMTGSLDKLEIVGRGGRTLKETWAAGPRTYLGLGIDGFPNF
(373) MLICAIGEFDAVDGNYVRMDIQGKNGLAMKDYWKEGPSSYMGVTVNNYPNM

451 500
(381)|ANTVGYTN- - - -ASWTLKADLVSEFVCRLLNYMDDNGFDTVVVE -RPGSD
(437)|FNLTGPGSPSVLANMVLHSELHVDWVADAIAYLDARGAAGIEGT - PEAVA
(423)|FMVLGPNGP- -FINLPPSIESQVEWISDTIQYTVENNVESIEAT-KEAEE



