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10 20 30 40 50 60 70 80 90 100 110
T TGAT T T TAa TTGCGG ACCC TAG AGGTCCCCTTTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTG GATGTGT AT GAGACAG ACCTGG

s ommspeme 0o AN A A WA A s WA W AN

120 130 140 150 160 170 180 190 200 210 220 230
CCCTG ACCGATGGCATCACCTTCACCGGTCGCGGCGAACCCGGCGC TACAGTG CACGACCCGAGCATCGGCGGTGCTGTCATCGGTACTGGTGACGTCCGCC GACGTTGTGGAG

WA R A A A AR A MARA A s AR A A AN S DA A i

240 250 260 270 280 290 300 310 320 330 340
CGC CAG ACCCTGCT CCCCAGIT CAC GGGGGECC CCACTCCACC GGTGCGCGGTCTACGCCAGCGACAGCCGGCTGACGGGATCGGCGCTTTCGAGCACTGT CGTCT CAC AG ACC

Y e Y T e s

350 400 10 460
GCCCCGGGACCCTATTGCCCGCACAGCCCAGGTGCACCGC CCTTGATCGCCTGGGT CAGAGC CTGCTTCTAACT GCAGT GCAGAT GTAT GTGAGC GCC GGI'C GATATCGGGGT

P AN

470 480 490 500 510 520 530 540 550 560 570 580 590
TCTCGACGE ATCGACATCGTIC CC C AACG CTG CAATAG ATGCGGATAGG CTCT CA CGCCCT ceathad GAGATATICTACCG AT GGSTG TTTGGAT C GAGT GAT
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600 610 620 630 640 650 660 670 680 690 700 710 720
GAGTGC AGGTGT COGCTACCT GI GAGGAGGCTTCA GTACAGC GATACG AT GGTGGAT TTCCAGTGTTGACGGTCACATAGAATCCTC TGGGACTTTAG ACAGIGGGGC TAGTT AT TGT TA ATA GAT

730 740 750 760 770 780 790 800 810 820 830 840 830
G TGATA TAAAGT GAATAT TACTTCTGT AGCCGAT ATAT TGGT AGAACAGICAATCTGACTGCT TG GCLGTGCCAC CCGAA TGC GGCGTAT TCTAGCGAGCAGGEGAGT GG
860 870 880 890 900 910 920 930 940 950 960 970 980
TAT GATG CTCATA TAGGC TTAAT AGCIT CTA C CEra GGI'T TGTCCGGTITTCTCCCT AT G CACQC T TTA TAGAT GGTG AT CAGATT TGG ACT GACTACG AACGG ATG
990 1000 1010 1020 1030 1040 1030 1060 1070 1080 1090 1100 1110 1120

CC ATCCAGATGCTT C TCCACT C AGGUA TACGAGAGGTAATA AT GCTACAGC GA TGC T ATCIGA TTTC TCTGGAAGITA TGCAA GTATATTAE ACGGAT C TTC GA A GGTTACGCCATATTCA ATGCTATCA A G

1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270 1280 1290 1300
GAGAG T GGAETTET AGTEE5 TAGTG GEGNT CCETAEG ATACTCT CTTGCAETEGCTETT GITIT CITC A CTGAGAACA CGECCAGAT AT COFTRNGIEE GC GIF AQ0GAT. T. GUCTTITC GITGIGIT TAT ATIGIGCT C




