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10 20 30 40 50 60 70 80 90 100 110 120
GCITCTE TCIAT TCTITGCGGACCTAGAGGICWCTTTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTGAAGAT GT GTATAAGAGACAGGCTGGCAGGTTGTCG
130 140 150 160 170 180 190 200 210 220 230 240 250

TCATCTGTACCCGATGCCAGGTGCGGCCGCGCTCCTGGCGEGTATCGACCTTGCTCACGCGGETCCCAGAACGAGCCGOTGACCGAATGGTAGCCCTTGG ACAGCAAGGACACGT CAT CGACCAG

A A bt A A

260 270 280 290 300 310 320 330 340 350 360
TTGGTCGGTGCTGTAGTCCTCAGCCGCTATACCGCAAGCGCGUGCCTTCAGGCGCATGTTGATGTCTTTGGT GACCAGCACGACGT CCAGGTCGGTGCGCCGGGECCCGGACTTCG GC CTGGT

VA A A

380 390 400 410 420 430 440 430 460 470 480 9 500
TGATGAT GATGTTGTCGTTGAGGTTTTCCGGCAGCAGCTTGTTCGGCTCGTTGCGCGGGGT CAT CAGGATGGACAGGAACCCCTTGGGGCCGCTCTTGTTGCGCTGGATCGGTACGCCCTGCTC

A e A b

510 520 530 540 550 560 570 580 590 600 610 620
GACATCGCTGGACC GCGTCACCGAGGGTCTGGTCTAT CAGGC GGATGGCCTGGC GGCATTCGGCG GCG GCACTGTTTGCCGGACTTGAGAAT GATCGGGTTCCT CCCGCAC CGTC AT CGGG

e Y e ity
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630 640 650 660 670 680 690 700 710 720 730 740
CGA M ACGTGTTGCTCCTCGAAGATCAGT CGCGCT AGGGTCGTGAAT CAGGACGT TGGTATC GAGCTCAT ACGGGAAT GG CTTGC TGGCL G CAAGTGTT GCGTGC TT GAGC GTGCCAT AC

0t Qb A bt et A Wt

750 760 770 780 790 800 810 820 830 840 830 860 870
TCAGGGCCC CTAGITTCTCACGC GAGATGCTTACICC TGTTT GTGCCG GCG CTC AACCACCGATTCTTATCGG GTWGAGAT GAEC TTICCGCAGGGAGLACGA G Trasc

880 890 900 910 920 930 940 950 960 970 980 990 1000
C GAMGGGET TCCC GTTCG CCCAGICCTC A COCC ACGGACCC G ACACCC GGG GGETC CGCC TTT CCT COCrC GGGGTAGTTTCCCC CCCCG A TTTIC GGG G5

1010 1020 1030 1040 1030 1060 1070 1080 1050 1100 1110 1120
GG CCCATCCCAEGCCAAC T GGGC C COGGGG G GTICCTGTCCCATCTITG CT CCGCC CC CG GAGCCC C CCIGCC GG ccec TTAACGAT TCACCCCCACCC TTTG

1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230
GI'TT TTCGG CGGGGEGE GCCCACT TGGGGTCTTGGCT TG TCCACATCCC C C GGT GGCC GGC C G TTGG G TTTTTT GGCCCC CCGG GGG T




