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10 20 30 40 50 60 70 80 90 100 110 120
T T TGATGG ACA TGACAGTGEE CG GAAC C AAMGA GGIC CTCTTTTTT ATTCT TITTTTTO™C CGGTTTACAAGCAT TCTCTGAAGATGTGTAT GAGACAGGCGT

P O N Y 2oy A A A W A

130 140 150 160 170 180 190 200 210 220 230 240
TGAGCAGGGTGCCGCTGGCATGCCCGGCC GCOGGAETECACAACCAGCCCGGCAGGUCTTGTTGATCACCAGGATGTGGT CGTCTTCGTAGACGATATCCAGTTCGATAT CTTCTGCGATCCACTC

e

250 260 270 280 290 300 310 320 330 340 350 360 370
GCCCTGGGCCTCTTGTTCGGCCTCCAGGGCAAGCTGAGAGCCACCAT GAACAAGGT CTCGAGGGCGCACGACTGCACCAT CGACCGTCAGGCGGCCCTCTTTGATCCACGAAGTTAGCCGCGAACG

AN g A A A A A A e AR

440 430 460 470 490
CGAGTACT CGGCGAACAATTGGGCGGCGACCTGGTCGAGGCGTTGGCCGCCCAGTAAC CCGTGAC GTTGAATGAT CTCGGACATGCT CGATTCGG CGGACGATCAGAC
500 510 520 530 540 550 560 370 580 590 600
T G ccC C TITG TGLATT GTGGCT TTCT GG GTIT CG GGTGTGG GG GGGICG GT TTCCGCC GA C GGG CC CCCCCTCCCCTOCTT CCCCCCCTTCTTTC
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610 620 630 640 650 660 670 680 690 700 710
TT ¢C C TICC TCCCCCTTCCCCACT GTCCCCTCCCC CCC CCCTCTTT C TTITTC CTTTT CTCTTTTTTC CCCCCCC C TTTCCCCCCCC CC CTCTTTTT TC CCTCCT C
720 730 740 750 760 770 780 790 800 g10 820 830 840 850
QCTTT cececceregeoccec ccaCTCc CCCGTTIT TT TTIT TTCCCCCCAXXC CCICTCI TTCT ATTITTTT TCINTTTT AGGGG CCC CCCTCCC CAGUIGTTTITAQC CACAC GGGTT CT
860 870 880 890 900 910 920 930 940 950 960 970 980 990 1000
TTCA ATTOGG CCGGC CTCTT G TCTAITT TTGIGGACG CTTC TCICT TGGAGGAAC GOGT CCCG TT GATA A CCOGAQGGOICC CTGAGTTT GIGT GO&EGEGE AACAGAAGA ACTAT GGGETGAT ACTAC cc
1010 1020 1030 1040 1050 1060 1070 1080 1090 1100 1110 1120 1130 1140
aGT TGGGEGGEEGEG GCGG CTGITTCQCACCTGT TT TIT GIGT TTGI ATATT T TAG, G TGTTA CCGGCCACGAGOGE G3GAG GGCCCGACTAG GAMFGAGE CC C CACACT TG GGGGG GGTICG
1150 1160 1170 1180 1190 1200 1210 1220 1230 1240 1250 1260 1270

TTCATCCACCCCC CC CCCIATT TTGGITGGIGI TGTCTCCT ATG AAT G GIT T TTCTC ACCACGC GG GA OGACGGEGEGC ACGTAGG GG GGG C CG G GTOGTGIGC TCCCCACCATACACACC C CGG




