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450 460 470 480 490 510

GTCCCACTCTGAGGACGCTCTCCACTTCCACAGGCTCCGTTCTCCTCCCTCTGGACCTCCACAG T AA G A G C C

520 530 540 550 560 570 580 590
T GG G AGGG GG ACT GGC CA ACTGTCAACCCGGAGGTGCT CTCAT TGCACTCT G TG TCATCACCCCC CAAAACACAG G
-

600 610 630 640 65 66
AAACAAGGACC TTAT T TGCTT CI CTAATT TGT GATGTT T TG G GTGATTT T TAT GGG CCAAT T TATTTACAT TT T TA
—

670 680 690 700 710 720 730 740
CATT TAAAA CG GTTT CTTTACG T GGGG CC GTATTCCCTAGGACACCT GAAT ACCCAG AT GATTT C T CGGG AG C AGGG AT
— -

750 760 770 780 790
A G CC GAAAT G AGGG T G CAAAG T CA GGA G T G G TGG ACA T T C T CCCCA T CGGC A CC

820

830 840 850 870 880 890
C TGG T T GCAATAGCAATAAAAAAAATAAGAAGGCAAAACATTACTTCTTTTTCAGGGTTTT ACAAGCC G TTGGAT AA T
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900 910 920 930 940 950

960 970
TTATTTAGGCAAACAACT TTGG CTT TTGAATTT CCTGGTCCAC TTTAACGAATAACATTT TTGGAAACTTTGG AA A AC T TT
— — — —_— e e——— — —— —

1000 1010 1020 1030 1040 1050 1060

980 990
GGAAT GGG AATGGCGGTTTGAACCCA AGGTTTGGCTTTCCTGGGG CGGTAAGAAAACGGT GGTAACCTGGGGCCC TTT GG CC T
— — —— — — — ———

1070 1080 1090 1100 1110 1120 1130 1140
cCcCcCcCTGGAAATGGGTTCC AATTT CC TCC TTTCCAGCCTT GG CCA GG GGC TTTG GCCA CCGG G GA A TCCCT ATTG G AAAAG GG
—— —_— e = = - - —

1150 1160 1170

G GC GG A AAATTTTCC CCA G GGCCCA A AGG G




