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10 20 30 40 50 60 70 80 90 100 110 120
T T C TTATTATTATTGC GGACCCTAG AGGITCCCCTTTTTTATTTT TTTTTTCAC CGGTTTACAAGCAT TCTCTG AAGAT GT GTATAAGAGACAGGTTCGACCCCGAGC

SN A=A AN AN A AR A A A A AW A

130 140 150 160 170 180 190 200 210 220 230 240
CATGCTCAATACGCTGCGCAAGATCGTCCAGG AAGT CTCCGCC GATCTCAAGTCGGCGTTGGGGCTCCCGTACTAGI CGACG CGTGCCCGAAT GGG CAGCCAGGTCTGCTCGGTCTAC

AN AN AR A AV N AR VA AN A e AN AN AW Ve

250 260 270 280 290 300 310 320 330 340 350 360 370
CTGCTCGAC CCGG cc CGC ATGATGCTGATGGCTACCGAAGGC CTGAACCAGCGCT CCATCGGCAAGGTCAGCATGGC CCCCAACGAAGGCCTGGTTGGCCTGGT CGGTACCCGGGAAG

AWM e N LA WA PN ellal Y um_uu NAANWVANY uunuuuuAuuuA_mwh

00 410 420 430 460
CCGCTGAACCTGG GCCGCCCACCACCCGCGTTACCGCCACTCTGCCC CGG G CTCCT TCCTGGGTGAGGC C TCCC CCGC CCTGTGGTC GGGGGTTC

M@MMWWWMM&MA@%%MM

500 520 530 540 550 560 580 590 600 610
TTGTTTCT CG TAGGOGCACCGT GATTTCTICC GTAGGTGAG AATCCCTT CCGGGT GC CAr GGCCCC TT GTACGGGTG CAC CTC TAATATTACCGGICC G TTGCAGG

I
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620 630 640 650 660 670 680 690 700 710 720 730
CGTTAGCGGC AGGGTATC AGG A GT TTACC GCT GGGC CGCT GCGAG GT GACGCAGT GG GC TGC ATATGIT ATCTC CCGGTAC TG TTT GT CCTAG G

e W o o Ve S _,\,,_‘_\GQQ&\
740 750 760 770 780 790 800 810 820 830 840 850
TTATC GTGCCTATTTCT G G T CCTTT TCT TCCTTTTCT CICTT TICTTC TTCCCCTITTCCTC CCCTTTCC CCTITTCTT TICTTITTTTTT C TG TAGG GTGC
R o om
860 870 880 890 900 910 920 930 940 950 960 970
TGGGGECA CAGACTTCC C TT GICGSA TGGT GGC C GCATT G TG TGCC C GG TGATCCCCGTTATCG ACTT TTG CTTTGT GAT GC CGI GAC GCCAEATTTTT GCG
980 990 1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100

GGT GGI AATAAT TAAGG TGr AG AGTG C C AAMGTTA AG ATGTAT CCGATGI CCCAAT GAGAGT G TGTGGCA TAAT GT A CGGAGAGT TATG AAGGTG T G COG GAGAG

1110 1120 1130 1140 1150 1160 1170 1180 1190 1200 1210
TGGAGGA TTC GGAAC GAAGTGATTC CT TICTCCTTCTC TA GCAGTGI G GLGATTT TT GATTTGG GGCCAT TG GATGGGT TAGA T GGAT AATGI CTC




