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10 20 30 40 50 60 70 80 90 100 110 120
T TGLY GGCGG@ 16 C TA TACALTGCAAGTCGAGCGGACAG AT GGG AGCTTGCTCCCTG ATGTTAGCGGCGGACGGGETG AGTAACACGTGGGTAACCTGCCTGT AAGACTG GGAT AACTCCGGG

e A M A A A AR e e AR A A A

130 140 150 160 170 180 190 200 210 220 230 240
CCGOGGCTAATACCGOATGGTTGTTTGAACCGCATGGTTC CAT GGTGGCTTCGGCTACCACTTACAGATGGACCCGUCGGCGCATTAGCTAGTTGGTGAGGTAACGGCT CACCAAG

AP A A A AR A o e A A WA A AR AR A A A Ve

250 260 270 280 290 300 310 320 330 340 350 360 370
GCAACGATGCGTAGCCGACCTG AGAGGGTGATCGGUCACACTGGOACTGAC ACACCGCCCAGACTCCTACGGG AGGCAGCAGTAGGGAATCTT CCGCAATGGACG GTCT GAC GGAGCAACT

380 390 400 410 420 430 440 4350 460 470 480 490
CCGCGTGAGTGAT GAAGG GGT AC CGACC CAATASLCTC TCGTGT GCCGTACCAACAACCGCGCGAATACGG AGGGGGCTTACCTTGTTCGCAACTACTCATCATAATGCCCTT AT GC

o L v o e

500 510 520 530 540 550 560 570 580 590 600 610
GACTATCAGCT CT TAT GT TATCCCGGGGCTCAACCCC CTGCCCTTGACACTGGTATCCTAGATCTCGTC GOGTGAT TGGATTTCCCACTGGAGATCGT GATATTCGT GG
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620 630 640 650 660 670 680 690 700 710 720 730
TATTGCGTT T TC CGCCACTITCGTGCGCGCT TGAGTGGGATC CAT T CTGAACACTG GTGCT C CTTATCAGCTTACACGGATTA GATACCCCTAGTCACTGC GCGCCT CCACAC

740 750 760 770 780 790 800 810 820 830 840 830
TATGTATCGCCACCAC GTCGGCACGTA TACCATCTCG GTCACCCTTTAGC GC ATG GCTGT CCGCACAGITCTCAATC GCAGCTGCACCG CT ACAACTCTG GGAGC TC TACGACC

L tfolsl ot AR A, WMM@Q@MWMMMM%W

860 870 880 890 900 910 920 930 950 960 970 980
TACTCAGGACCATGCGAGEHT ACTCCACGGTT ATCT GTT (CCCCCGGACGGT G T AGAGGUETGAEGCCAATICTCT A G CITI'TG TTTT G T CCCCCC C GG ATGGOGETT CCITTIT GGGTT C

990 1000 1010 1020 1030 1040 1050 1060 1070 1080 1090 1100
CAACTTAGTT CC T CTTCCC CACCCCTG TC CC CCCCGGG GGGGAG GG TCTTC TITTT CCACCCGG TTAT TTGCGEEA CC G GCCTCCCTT GGGGG

1110 1120 1130 1140 1150 1160 1170 1130 1190 1200 1210 1220
CCCCCCCCCCCTTITTGG GGC GGC GTTITG TTTITTTTCCCT CC A GG G TTGT ccace co CACLCACCCCCOGGECG GGTT TTT T




