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10 20 30 40 50 60 70 80 90 100 110 120
CT T G TGTAG GT GGI'TTC ATT CAACAT GAACGGAGOGATT CATCAGGTTGGAT TCGCAACAGCATGG ATTGCTGGTCCCT AGGG AGCAGG GGT GAGCGAGCGGAGAATC

cea 000 Y A e AR Ao AP A W A A I

130 140 150 160 170 180 190 200 210 220 230 240
GGCG GGCT GGG ACCATGG CAGGAGCCGATGAGACAGACCTCACCGGCTCCTGCGACAGCTTTAATTCTCTAGCGACAGTTTTAATTCTCT CCAGTTGTGGGCGGAC TAGTTGG

A A R AR o e oo /W\W AR e

250 260 270 280 290 300 310 320 330 350 360 370
GAACTGGGAGGGGT GG TGGAGTTTTTAAGGATTAGT TCAGG AACAGTCCCCTTTAACACGGC CACTGAATC CATCAACTGCT CGG TG TGTACAGGATTGGCAATAGTTT GGAACT

A e

460 470 480 490
G TTTC CTT TCTGGTTTCT GGGCGGCGG TTTGTCCT CTC CG G GCGTTCTCCG C CCACAGAT CcG TGCCCAGTCTTTCGACTGAGCCTTTCGTTTTATTTGATGCCG

500 510 520 330 540 550 560 570 580 590 600 610 620
CGTCCAATTTACCT CAACTCCTCGGCCGGEGAAGCCGATCTCGGCTGGAACGAATTGTTACGT GGCGGTACTTGGGTCGACATCATATTGCAT CACTTCTTCCCGTATGCCCAACTTTGTAT
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630 640 650 660 670 680 690 700 710 720 730 740
GAGAGCCACTGCGGGATCGTCACCG TAATCTGCTTGCACGTAGAT CACAT GCACC GAGCGTTGGCCTCATGCTTGAGGAGATTGAT GAGCGCGGTGGC AATGTCCTGCCT CCGGTGCTC

WAt o AN A s A AR A A AR A

750 760 770 780 790 800 810 820 830 840 850 860 8§70
TCCGGAC ACTGCGTGATC CT AGATATAGATCT CACTACGCGGCTGCTCATACTTGTGCAGAACGTAAGCCGCG AGAGCGCCAACCACCGCTT CTTGGT CGAAGGTAGCAAGCGCGATGAATGTCTT

N e e R

880 890 900 910 920 930 940 950 960 970 980 990 1000
CTACGGAGCATGTTCTCGAGGT ACT CGGAGTCCGGC TG AT GTCGGG AGT ACGTGGCTACGT CT CCGMM CTCACGACCT GATCAAGAGCAG CCGCATGGATTIGACTTGAT CACG CCGAGCCTAMWT G

A s T

1090 1100 1110 1120 1130

1010 1020 1030 1040 1030 1060 1070
TGCGAATGATGACCATACAT GACOCACCTAACTTIGTITT A GG CGACTGCOT GCTGCGCACATASTTGCTGCTGCTT ACATGGTTGCTGCTC ATATTTC CAT GTACCCCASCTTACCC CCT GCTGCCT G

A AR A e i W e el oy e el

1140 1150 1160 1170 1180 1190 1200 1210 1220 1230 1240 1250 1260
TGCCCAGGATAGGTGT CGAAC GTC CAAGCATT CGUCATGAACATTCCC@GCT GTTTTTT CAGTTTITGAACTT GC GGACC CT GCT AC T T TTTTTTCTT




