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10 20 30 40 50 60 70 80 90 100 110 120
TTAAMTC TG TRTTRTTGC GGACCCTAGAGGICCCCT TTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGAT GTGTATAAGAGACAGG AT CAGCATGCCCTC

e AN A=W A e A A A A A A

130 140 150 160 170 180 190 200 210 220 230 240 250
GACCAGCAGATGGGGCTGTTGCTCCATCAGCATGCGGTCCTTCCAGGTGTTCGGCTCCATTTCGT CCGCGT TGCACAGCAAGTAGCGGATGI TCATGGATTCGTCTTTGGGCAT CAGGCCCCACT

o AN AR AR A AR AANA A A A AW A A A A )

260 270 280 290 300 310 320 330 340 350 360 370
TCACGCCAGTG GGG CCTGCACCGCCACGGCCTTTGAGGCCGGAGTCCTTGACGCTCTGCACGATGTCGT CGGUCGGACATTTGC GCCAGCGCCTTGCGGACTGCGACGTAGCCGTTCTTCGAT
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500
TCGT CTCGGCC G G CCGGCTCGCCGTCGTC CGC GGCGCC GGTC GCGGGTGGGTTTCGGCG CGCGCG TGCGGTTGGCCGGGCCC CG GT TGGTC T CGT CCCTCC

o e A e A A AR A e e N

510 520 530 540 550 560 570 580 590 610 620
GCAGATTGGAGACGCCCGC CGGCTGCACGTCACCGAAGGTGI CCTC CGATCCT CCCTGC CCGAGCCTTGTGGC A (CT GACC CGC CAC C CGCC GC GTGCGGTCG ATACT
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630 640 650 660 670 680 690
GAACCAGACGAAG CCCAGCC CCGCT AGATC GLCGAAMCTGAG

700 710 720 730 740
CGETCGATC AGGA GG ACGAC TACC CGG

TCAGCCTGCTGCAGCTGT GTAGCAGGTCC TGCTG CTACC AGATT GC

750 760 770 780 790 800

810 820 830 840 850 860
GGC GACGAGGI TTTCCAACTGC GI GAGG GGG ATG G Al CAT TCTTT GAAGG GGGGGGLC G CGGCGCC G GITC C GG G TTGGEGCGE A TGG

870 880 890 900 910 920 930 940 950 960 970
cacCcc CAGTG CTCTG G GG CTAAT GANXACCCACTCCC CCCCCGCGGG GOGC GGT GGCCC GGG CC TGGCT GG G AGG AGAMCGCCC CCAGGCC
I e e 2o N e e e,
980 990 1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 1110
GAGGGEGE GGGOGGTTIT CCC CGGCCGC GAGGAGGGEEG GGA GGCC G AT C CAT C CGCTT C CT CCGIGGG GGG GAGGGAG GGG GCG CA/CGAGCGAG CG ACA GG GG
1120 1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240
GAGAG COCCCCCTC GGTT GG3G GGG GGTAT CGGECTC CCACT ACATCC CCC TATTTTTT GTAAMGCGACCC CG TATTTT GGGGEGEC GOC OIGG AT




