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10 20 30 40 50 60 70 80 90 100 110 120
T GAC T TT TTATTGCGGACCTAGAGGICWCTTTTTTATTTT TTTTTT CAC CGGTTTACAAGCAT TCTCTGAAGAT GT GTAT GAGACAGGG GTGATCCTGATC

MQWWM

130 140 150 160 170 180 150 200 210 220 230 240
GAGGACGGCGAGGCCGGACTCC TGATCATCGICCT GTT CGAGE CCCCGGACTGGTTTTGTGCCC T CGGGCCGETCGCCTTGCCCTTCGGIC GT CGT G GCCCTCGTGCCT GITGT TG

250 260 270 280 290 300 310 320 330 340 350 360
GGLCGACGGET C GACGTCATGC C CTGACCCCCTGCTTGC G TG CGA TCCCCGLC G C TCATCCTACCTCGACCTATGATTGTT ATTCCCCCC GI'TT CGCTT GCTGCTACGT CGAAC TGC

370 380 390 400 410 420 430 440 450 460 470
CG AT GAC TACCACCT TCGCCACGCCTTGAT CGCACC CACAGAAT TAOG ATTAAGC ACC GG GACT GTG CACGCT T GG ACC AACAACGCAGG CTTGAAT AGATIGTGG AGGAT C

480 490 500 510 520 530 540 550 560 570 580 590 600
GG GCGCCG CCG CC T CICGGTCCG TTGG TCC CGGGCCAGOATT G G333 TAGGE GCOCCGCTCTT GG GITTAGITTTGES GCCAACTAGTAACTIGG GCCGT CT CACAATGTTTTTTCCCCTTC
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610 620 630 640 650 660 670 680 690 700 710 720 730
CGCGGI A GICCCCCCG GACGTTTGAGGGGGG CT GTCCC GGCC C AAT CTAG C AGGGCCC GGGAAGICAC TCGCCGAGGC ATCTGCCACTT AGAAG AT A CCC AGATCA GGGCC T GGGAT GAG
740 750 760 770 780 790 800 810 820 830 840 850 860

GGGG CGCT TGAC GOGCT AC CGG GG TGGGG GCAGC G CGTTIC TGGCGCT GCGCCACCCCGTC TIT CCT GGGQAC CGICATCICCGTOGGGTAGGG AGAAC AT ACTTC G C ATCCTGG CGGTC AT

870 880 890 900 910 920 930 940 950 960 970 980
CCCCTAC AGGAGA AT AGGCTGGGETC GAAC T ATGTGCC T CCAGGTCGCAC AGATT CTAGGCAGIAC CGCCCT TCGCCCGGRNCTCACCTTTTTTCACG GCT AT GA TG G TCCTGGGIGG TG

990 1000 1010 1020 1030 1040 1030 1060 1070 1080 1050 1100 1110
CTTA GCGRACGCA TCCACCTGAC TATG C CCGCTGICCA CTCCGAAT CGACTGGC AGGTC CTT CLCAGGC GAGAG CCG TGG CCGGE'CG TT GATGG TTCLAG A GC
1120 1130 1140 1150 1160 1170 1180 1190 1200 1210 1220

TTC GACT GTTTCOGGAAMGGAATATCTCTGICAG T G CATTCGAGAC AGQ G TCT A® LA C GGC TG AG TGGTAG TATAGCC GAGT CAG G TG T CTTG




