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10 20 30 40 50 60 70 80 90 100 110 120
TG GCAAT TMAGC TICTTTCGGGCTTTGTTAGCAGCCGGATCTCACT CG AGG AGAGTTTAGACT TAACGCAGTTCCCACCATTTCAGAT CACGATACTGGCAACGT TCACCAATATAACCAAC

=M A A A W A AR AR A AN A AR A AV AN

130 140 150 160 170 180 190 200 210 220 230 240
CGCAATTGCAGGCATATTTATCCAGGG CTTCAATATACATGCACACACCATCATGCAGACAATAACCATCATGGCT CAGCGGACATTCGCTAT CGCTGTTGCCACCAATCTGTTCTCTGTG

AR AN A A AR AW Ao AR A W ARV A AN AAANA AR AN A M AR A

250 260 270 280 290 300 310 320 330 340 350 360 370
GCCTCAATAATATCGTTATCCTCCATGTCC TCTTCAGGGGTCTGATCAGCTTGAATT CTAATACCGT CGTACAAGAATCTTAAGGAGTCCATTTCCTTACCCTGTCTTITT AGCGAACGCTTCC

380 390 400 410 420 430 440 450 460 470 480 490
TCAGCCTTCTT GGAGTGGTCTTTTTGATCTT GAAGAAGATTT CT GAAGAT CCATCGGACACCTTT TTGATGTGAGT CTCAGGCTTGACTTCTGGCTTGACCTCTGGCTTAGCTTCTT G

A A AR A AL A A P A A WA A A A A VA

500 510 520 530 540 550 560 570 580 590 600 610 620
TTGACTTCTGAGTCCGACATTCCATGGTGATGGTGATGGTGATGCGATCCTCT CATATGTATATCTCCTTCTT GTT C TTATTTCTAGAGGGGAATTGTTAT CCGCTCACAATTCC

A P AN WA A A AP A ANAMMAM A AR A AR AR A
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630 640 650 660 670 680 690 700 710 720 730 740
CCTATAGTGAGTCGTATTAATTTCGCGGGATCGAGATCGATCTCGATCCTCTACGCCGG ACGCATCGTGGCCGGCATCACCGGCGCCACAGGTGCGGTTGCTGGCGCCTATATCGCCGAC

AR A A A A AR A A MM A AR AR W AR

750 760 770 780 790 800 810 820 830 840 850 860
TCACCGATGGGG GATCGGGCTCGCCACTTCGGGCTCATGAGCGCTTGTTTCGGCGTGGGTATGGTGGCAGGUCCCCGTGGCCGGGGGACTGTTGGGUCGCCATCTCCTTGCATGCACCATTC

D

870 880 890 900 910 920 930 940 950 960 970 980 990
CTTGCGGCGGCGGETGCT CAACGGCCTCAACCTACTACTGGGCTGCTTCCTAATGCAGGAGTCGCAT GGGAGAGCGTCGAGAT CCCGGACACCAT CGAATGGCGL CCTTTCGCGGTATG

AP AN A A AR A WA 2 AR A A A AP A M

1000 1030 104 1060 1070 1080
GCATGATAGCGCCCGGAAGAGAGTCAATT CAGGGT GGTGAATGTG CCAGTAACGTTATACGATGTCGCAG TGCCGGTGICTCTTAT CAGACCGTTTCCGCC GGGGTG ACACAAGCCC

AN S A AN A AP AN AR R NS AN Y AR MG AR

1120 1130 1140 1150 1160 1170 1180 1190 1200 1210 1220 1230
CCACGTTT CTGCG CC GGG GGG CGGGGATGGCGGE CTGAATT TTTCCCACC GCGGGGGAGALC TGGCGEGGGG TCTITTTTGTATTGGGTTGTCACTTCC

LR AR R MV RN AN DAL RN AR IS AN NN R NN G o g VMRS AR o




