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110

121

120
170

181

159
230
18
18
62
129

39
31

76
241

------------------------------ TTTTTTTGGGGAAAGAAACAAGCTTTATTG
CCGGAGT- GGTCGTATTGGGCAATTTTAATTTTACGT GCGCAATTTAACA- - - - TTAT- -

GAGCCAA- GGTAG- - - = = = = = =« = =@ @ m @ e f e f ot oo e oo
GCGGCATGGGCAGTATCCG- = - = = = = = = = s = m o m e me oo m o e mooo e
- == AATCGGCTGTCTAGG- - - = = = = == === mmmmmmemeoieieooooa oo
1o....... 10, ....... 20.. ... .. 30........ 40. ... .. .. 50.........
AGCCACAGCCCTAG- - - - - TTCTCCTTCTCCTGCACAGT CTTGGTTCCCCGGAGACGGCC

AACCGTGTAACATGGAATATTTCAATTTTCCGTCAAAAT- - - - ATTCGAATAAGATCGAA

------------------------------- GTTAAA- - - mmmemmmm oo mm oot
--CCGC----CAT-----=-=-- CCTCTTCCGTGA- = -« == mmmemmmm e me e
- - CCGAAGAACTT---------- (o7 I o i
61....... 70. .. ... .. 80........ 90. . ...... 100....... 110........
TGTCCG- - GCGGGCAGCAAT GA- - - = = = =« = mmwme oo o GACCCACTTTCCGG

ATTCCGTAGCGTGTTGCATTGAAGATGGCCATCTTATTTAGT GAAACCGCCGCATTTGCA

---------------------------- CAATCTTCTTCATCGTCGTCGCC- - - - - - - - -
-------------------------- GGCGCGCT GAGACCCGGACCGGCCCT CCTGAGAG
-------------------------------------- CGCGGATAGCCCCGGCCTAGTG
121...... 130....... 140. . ... .. 150. . ... .. 160....... 170, .. .....
CCAGCAGGGGCGT- - = = = = = = == === oo o - CTCTGCGAATAGTAGAGGGTTTGCCG
ATATGGAGT TCGAGTACTAATCCCGTGAATTTGTCTTGCAGCAAT GGGTCGCGTTATTCG
------------------------------------------- ATGGGACGTCGTATCCG
------------------------------------------- ATGGGTCGTGTCATCAG
---------------------------------------- GCAATGGGACGTGTGATCCG
GATGCCGGTGCGGGCGC- - - - CCGCGGAGAGGGACCCGT CGCCATGGGCCGTGTGATCCG
CTTGCCGG- - - = == - = m e mmm e e me e CAGACT CGCCGCCATGGGCCGTGTGATCCG
------------------------------ CAGACTCGCCGCCATGGGCCGTGTGATCCG
---------------------------------------------------- GTTATCAG
0 CAATGGGACGTGTGATCAG
181...... 190....... 200....... 210....... 220. . ... .. 230........
ATG- - === == o - - TGCTGGTGGTTG- - - - - - - - - CCACCT- - - - - - CCGAAGGGATGC

TGCACAGCGTAAGGGAGCTGGTTCCGT GTTCAAGGCGCACGT GAAGAAGCGCAAGGGAGC
CATCCAGCGTAAAGGAGCTGGT GGAATCTTCAAGAGCCACAACAAGCACCGCAAAGGAGC
AGCTCAACGTAAGGGTGCGGGTTCCGTCTTCAAATCCCACACTCACCACCGCAAAGGTCC
TGCGCACGTAGAGGGAGCAGGCTCGGTCTTCAAGT CCCACACGCACCACCGCAAGGGCCC
TGGACAGAGGAAGGGCGCCGGGTCTGTGTTCCGCGCGCACGT GAAGCACCGTAAAGGCGC
AGGGCAGAGGAAAGGCGCGGGTTCTGTTTTCCGT GCGCACGT GAAGCACCGTAAGGGCGC
AGGCCAGAGGAAAGGTGCCGGTTCTGTGTTTCGT GCGCACGT GAAGCACCGTAAGGGAGC
GGGACAGAGAAA- GGTGCTGGCTCTGTGTTCAA- GCCCACGT GAAGCACAGAAAAGGTGC
GGGACAGAGAAAAGGTGCAGGCTCTGTTTTTAAAGCCCACGT CAAACACAGAAAGGGTGC
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192
290
78
78
122
189

99
91
67
136

301

211
350
138
138
182
249

159
151
127
196

361

249
410
198
198
242
309

219
211
187
256

39
421

308
456
244
244
288
355

25
265
257
233
302

85
481

354
516
304
304
348
415

85
325
317
293
362
145
541

IR R s CGACAGGGTT- - - - CATGGCCA- - - - - - -
CGCCAAGCTGCGTTCCCTGGACTTCGCCGAGCGTTCCGGCTACATCCGCGGAGTTGTCAA
GTCCAAGCTCCGTCCTCTTGACTATGCCGAGAGACATGGCTACATCAAGGGACTCGTGAA
GGCTAAGTTCCGTAGCCTCGATTTCGGCGAGAGAAATGGTTACCT CAAGGGCGTCGTGAC
TGCCCGCTTCCGGAGCCTGGATTTCGGAGAGCGCAACGGCTACCTGAAGGGTGTCGTCAC
TGCGCGCCTGCGCGCCGTGGATTTCGCT GAGCGGCACGGCTACATCAAGGGCATCGTCAA
CGCGCGCCTACGTGCTGT GGACT TCGCGGAGCGACACGGCTACATTAAAGGCATCGTAAA
CGCGCGTCTGCGTGCTGTGGACTTCGCGGAGCGACACGGCTACATTAAAGGCATCGTAAA
TGCTAAACTCCGACACATTGACTTTGCTGAACGT CATGGTTACATCAAGGGAATTGT GAA
TGCTAAGCTTCGGGCTATCGACTTTGCT GAAAGAAATGGCTACATCAAGGGTATTGTGAA

301...... 310....... 320....... 330....... 340....... 350........
------ CACCCCGCACCCGTGGCCAGCAGTTCCTCT--------TTGCCTTA--------
GGACATCATCCACGATCCCGGCCGTGGCGCTCCTCTGGCCGTCGTCCACTTCCGCGACCC

GGACATCATCCACGACCCAGGAAGAGGAGCTCCACTTGCCATCATCGCTTTCCGCGACCC
GGACGATCATCCACGATCCTGGTCGTGGTGCTCCTCTTGCTCGTGTCACTTTCCGTCATCC
TGACGTCATCCACGATCCTGGCCGTGGCGCGCCTCTCGCTAAGGT CGCCTTCCGCCACCC
GGACATCATCCACGACCCGGGCCGCGGCGCGCCCCTCGCCAAGCGTGGTCTTCCGGGATCC
GGACATCATTCATGACCCT GGCCGCGGCGCTCCCCTCGCCAAAGTCGTCTTTCGGGATCC
GGACATCATTCATGACCCTGGCCGCGGCGCTCCCCTCGCGAAACGTAGTCTTTCGTGATCC
GGATATCATCCATGACCCAGGCCGTGGTGCTCCCCTGGCCAAGGTGGCTTTCCGT GACCC
AGACATTATCCATGATCCAGGCCGTGGTGCTCCTCTTGCCAAGGTTGCATTCCGTGATCC

361...... 370....... 380....... 390....... 400....... 410........
- TACTTGTGGTAGGCACGGCCGGCCTTCAGAATGGGCT TGT CAATGCGGCCACCT CCAGC
CTACCGCTACAAGATCCGCAAG- - --------- GAGCTCGTTCA- - - TCGCCCCCGAGGGC
ATACAAGTACAAGACCGTGAAG- - --------- ACTACCGTCG- - - TCGCCGCCGAAGGA
TTTCCGTTTCAAGAAACAAAAG- - - - - - - - - - - GAGCTCTTCG- - - TCGCCGCCGAAGGT
GTTCCGCTACAAGAAGCAGAAC- - - - - - - - - - - GAGCTCTTCA- - - TCGCCGCCGAGGGT
GTATCGGTTTAAGAAGCGGACG- - - - - - - - - - - GAGCTCGTTCA- - - TTGCCGCCGAGGGC
--------------------------------- GAGCTGTTCA- - - TCGCCGCCGAGGGG
CTACCGATTCAAGAAGCGGACA- - - - - - - - - - - GAGCTCGTTCA- - - TCGCAGCGGAGGGG
CTATCGATTCAAGAAGCGGACA- - - - - - - - - - - GAGCTGTTCA- - - TCGCCGCAGAGGGA
CTACCGATTCAAGAAGAGGACG- - - - - ------ GAGCTCGTTTA- - - TTGCTGCAGAGGGC
TTACAGGTTTAAAAAGAGGACA- - - - - - - - - - - GAGTTCGTTCG- - - TTGCAGCTGAGGGA
TTACCGCTTCAAGAAGAGGACC- - - -------- GAGCTGTTCA- - - TCGCAGCTGAAGGC
421. ... .. 430....... 440....... 450. ... ... 460....... 470. . ... ...
CACCACACCGACCACAGCT- - - - CTGTTGGCAGAGG- - - - - - - - - - AGATGACCTTTTTG
ATGCACACCGGCCAGTTCGTGTACT GCGGCCGCAAGGCCACCCTTCAGATCGGCAACGTG

ATGCACACTGGACAATTCATCCATTGT GGAGCTAAGGCT CAAATCCAAATCGGAAACATC
ATGTACACCGGTCAGTTCTTGTACTGCGGTAAGAAAGCTACTCTCGTCGTTGGAAATGTT
CTCTACACCGGCCAGTTCATCTACT GCGGCAAGAAGGCCACCCTCGTTGTCGGCAATGTG
ATTCACACGGGCCAGTTTGTGTATTGCGGCAAGAAGGCCCAGCT CAACATTGGCAATGTG
ATCCACACTGGCCAGTTCGT GTACTGT GGCAAGAAGGCCCAGCT CAACATCGGCAATGTG
ATCCACACTGGACAGTTCGT GTACT GCGGCAAGAAGGCCCAGCT GAATATCGGCAATGTT
ATCCACACTGGACAGTTTGTGTACT GCGGCAAGAAGGCCCAGCTGAATATTGGCAATGTT
ATCCACACCGGCCAGTTCATCTACTGT GGCAAGAAAGCT CAACT GAACATCGGTAATGTC
ATCCATACCGGACAGTTTGT GTACTGT GGCAAGAAAGCT CAGCT GAACATTGGCAATGTA
ATCCACACCGGCCAGTTCATCTACT GCGGCAAGAAAGCCCAGCTGAACATTGGCAATGTG
481. ... .. 490....... 500....... 510....... 520....... 530........

GAGCCCGAAGGCAGCTTCACTCGCGTCTTCTTTGTCTCAGGGTTGT GGGACA- - - - - - - T
ATGCCCCTCAGCCAGATGCCCGAGGGTACCATCATCTGCAACCT GGAGGAGAAGACCGGT
GTGCCAGT CGGAACCCT CCCAGAAGGAACCACCATCTGCAACGT CGAGAACAAGT CCGGA
CTCCCTCTTAGATCTATTCCTGAAGGAGCTGTTGTCTGCAACGT CGAGCATCACGTCGGT
TTGCCTCTTCGATCCATTCCTGAAGGAGCTGTCATCTGCAACGT CGAGCACCATGTCGGC
CTCCCTGT GGGCACCATGCCTGAGGGTACAATCGT GTGCT GCCT GGAGGAGAAGCCT GGA
CTCCCGGT GGGCACCATGCCCGAGGGCACCATCGTGTGT TGTCTGGAGGAGAAGCCTGGT
TTGCCCGT GGGCACCATGCCTGAGGGTACGATCGTGTGTTGT CT GGAGGAGAAACCT GGG
TTGCCCGT GGGCACCATGCCTGAGGGTACTATCGTGTGTTGT CT GGAGGAGAAGCCT GGG
TTGCCCGTGGGCACCATGCCTGAGGGAACCATCATCTGCT GT CT GGAGGAGAAGCCTGGT
CTCCCTGT TGGCACCATGCCTGAAGGCACCATAGTCTGT TGT GT GGAGGAGCAAACCAGGT
CTTCCCGTTGGCACCATGCCTGAGGGCACCATATTCTGCTTTCT GGAGGAGAAGCCTGGA
541. .. ... 550....... 560....... 570....... 580....... 590........
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528
198

529

558
550

595
377
781

563
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378
618
610
586
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GACTGTGGCATAGTTTCCAGAGGCTCTTGCCAGCTTGCCTCGGTCACCAGGCTTCTCCTC
GATCGCGGCCGTTTGGCCCGCACCTCTGGCAACTACGCCACCGTGA- - - - - - - TTGCCCA
GACCGTGGAGTCATCGCCCGTGCCTCTGGTAACTACGCCACCGTCA- - - - - - - TCGCCCA
GATCGTGGTGTCCTCGCTAGAGCTTCTGGTGATTACGCCATTGTTA- - - - - - - TCGCTCA
GACCGCGGCGTCTTCGCTAGGGCGTCTGGAGACTACGCCATTGTTA- - - - - - - TCAGTCA
GACCGT GGCAAGCT GGCCCGGGCATCAGGCGAACTATGCCACCGTTA- - - - - - - TCTCCCA
GACCGGGGCAAGCT GGCCAGAGCCT CGGGGAACTATGCTACCGTCA- - - - - - - TCTCCCA
GACAGGGGCAAGCT GGCCCGAGCCTCCGGGAACTACGCCACAGTCA- - - - - - - TCTCCCA
GACAGGGGCAAGCT GGCACGAGCCTCCGGGAACTATGCTACAGTCA- - - - - - - TCTCCCA
GACAGGGGCAAGCT GGCCAGGGCGT CTGGGAACTACGCCACGGTCA- - - - - - - TCTCCCA
GATCGTGGCAAACTTGCACGTGCCTCTGGTAACTATGCCACAGTTA- - - - - - - TCTCCCA
GACAGAGGCAAAC- TGGTCGCGCATCCGGAAACTACGCCACCGTTA- - - - - - - TTTCCCA
601...... 610....... 620....... 630....... 640....... 650........
CAGACAACACACGATGGTGCCCTCAGGCATGGTGCCCACCGGGAGCA- - - - = - = - = - - - -

CAACCAGGACACCAAGAAGACGCGT GTCAAGCT GCCATCCGGCGCCAAGAAGGT CGTGCC
CAACCCAGACACCAAGAAGACACGTATTCGCCTCCCATCCGGAGCCAAGAAGGTCGTTCA
CAACCCTGACAGCGACACTACTAGGATTAAGTTGCCATCGGGT TCGAAGAAGATTGTCCC
CAACCCTGATAATGACACCTCTAGGATTAAGCTCCCATCTGGTTCAAAGAAGATTGTTCC
CAACCCTGAGACCAAGAAGACCCGT GTGAAGCT GCCCT CCGGCTCCAAGAAGGTTATCTC
CAACCCCGAGACAAAGAAGACCCGCGT GAAGCTGCCCTCAGGCTCTAAGAAGGTCATCTC
CAACCCAGAGACCAAGAAGACT CGAGT GAAGCTGCCTTCGGGGTCCAAGAAGGTCATTTC
CAACCCAGAGACCAAGAAGACCCGAGTGAAGCTGCCTTCAGGGTCCAAGAAGGTCATTTC
CAACCCAGACACCAAGAAGTCCAGGGT CAAGCTGCCCTCTGGCTCAAAGAAGGTCATCGC
TAATCCTGAAACAAAGAAAACTAGAGT TAAGTTGCCCTCTGGATCCAAGAAGGTCATCTC
CAATCCCGAGACCAAGAAATCCAGAGTGAAGCTTCCGTCTGGATCCAAGAAGGTCATCTC

661...... 670....... 680....... 690....... 700. . ... .. 710. .. .....
--------------------------- CGTTGCCGATGTTGA- - - - == == == mm oo oo -
CTCGGCCAACCGCGCCATGGTTGGCATCGT CGCCGGCGGCGGT CGTATCGACAAGCCCAT

ATCGGT CAACCGCGCCATGATTGGACT CGT CGCTGGAGGAGGACGTACCGACAAGCCACT
AAGT GGAT GCAGGGCTATGATTGGACAAGT TGCT GGAGGT GGAAGAACT GAGAAGCCGAT
AAGCTGACTGTAGGGCCATGATTGGT CAAGT TGCAGGT GGAGGGAGAACT GAGAAGCCTCT
CTCAGCCAACAGAGCTGTGGTTGGT GTGGT GGCT GGAGGT GGCCGAATTGACAAACCCAT
CTCGGCCAACAGGGCTGTGCGTCGGT GTGGT GGCTGGAGGT GGCCGCATTGACAAGCCCAT
CTCTGCCAACAGAGCCGTTGTTGGTGTTGT GGCTGGT GGGGGCAGAATTGACAAGCCTAT
CTCTGCTAACCGAGCTGTTGTTGGT GTCGT GGCTGGCGGGCGGCAGAATTGACAAGCCTAT
CTCCGCAAACAGAGCCGTTGTTGGT GTGGTTGCT GGAGGT GGACGTATTGACAAGCCCAT
ATCTGCAAACAGAGCTATTGTTGGCGTTGTTGCTGGAGGT GGTCGTATTGACAAACCCAT
TTCTGCAAACAGAGCCGTTGTTGGTGTCGTTGCTGGTGGT GGTCGTATTGACAAACCCAT
721...... 730....... 740. ... ... 750. . ... .. 760....... 770. .......

------- GCTGGCGCCTTCTTGCCGCA- GTACA- - - CAAA---------CTGGCC- - - - - -
CCTGAAGGCCGGTCGTGCCTACCACAAGTACAAGGT GAAGCGCAACAGCTGGCCTAAGGT
TCTCAAGGCTGGACGCTCATACCACAAGTACAAGGCAAAGAGAAACAGCTGGCCACGTGT
GCT CAAGGCAGGAAACGCGTACCACAAGTACCGTGTGAAGAGGAACT CATGGCCTAAGGT
TCTCAAGGCTGGAAATGCTTACCACAAGT TCAGAGT GAAGAGGAATTGCTGGCCCAAGGT
CTTCGAAGGCT GGCCGGGCGTACCACAAATATAAGGCAAAGAGGAACT GCTGGCCACGAGT
TCTGAAGGCCGGCCGTGCCTATCACAAGTATAAGGCCAAGAGGAATTGCTGGCCACGCGT
CTTAAAGGCTGGCCGTGCCTACCACAAGTACAAGGCAAAGAGGAACTGCTGGCCACGTGT
CTTAAAGGCT GGCCGTGCCTACCATAAGTACAAGGCAAAGAGGAACT GCTGGCCACGTGT
CCTGAAGGCCGGTCGTGCCTACCACAAGT ACAAGGCCAAGAGGAACT CATGGCCACGTGT
CCTGAAGGCAGGTCGTGCCTACCATAAATACAAGGCAAAGAGAAACT GCTGGCCACGTGT
CCTCGAAGGCAGGACGTGCTTATCACAAATACAAGGCCAAGAGAAACTGCTGGCCTCGTGT

----GGTGTGG- - ATG- == == - m s s e e e e e e et e e e e c e e e e e memns
GCGTGGTGT GGCCATGAACCCCGT GGAGCATCCTCACGGT GGTGGTAACCATCAGCACAT
CAGAGGAGT TGCCAT GAATCCAGT CGAACATCCCCACGGAGGAGGTAACCATCAACATAT
TCGTGGTGTGGCTATGAATCCAGT GGAGCATCCTCATGGAGGAGGTAACCATCAGCACAT
TCGTGGTGTTGCTATGAACCCT GT TGAGCAT CCCCACGGAGGAGGTAATCACCAGCATAT
ACGGGGT GTGGCCATGAATCCTGT GGAGCATCCTTTTGGAGGT GGCAACCACCAGCACAT
GCGGGGTGTGGCCATGAACCCT GTGGAGCATCCCTTTGGAGGT GGCAACCACCAGCACAT
GCGGGGT GTGGCCATGAATCCTGT GGAGCATCCCTTTGGAGGT GGTAACCACCAGCACAT
GCGGGGTGTTGCCATGAATCCTGTGGAGCATCCCTTTGGCGGT GGTAACCACCAGCACAT
CCGTGGTGTGGCCATGAACCCTGTTGAGCATCCCTTCGGTGGTGGTAACCACCAGCATAT
CCGTGGTGTGGCTATGAATCCTGTTGAACATCCCTTCGGT GGTGGTAACCACCAACACAT
CCGTGGTGTGGCTATGAACCCTGTTGAGCATTCCTTCGGTGGTGGTAACCATCAGCACAT
841...... 850....... 860....... 870....... 880....... 890........
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678
670
646
715
497
901

596
929
717
717
761
828
498
738
730
706
775
540
961

645
978
772
746
790
866
536
776
768
744
813
540
1021

645
1038
779
757
801
886
556
796
788
761
830
540
1081

684
1098
779
757
801
899
569
808
800
761
830
540
1141

CCCTCAGCAGCGATGAAC- - - - - - - - - - - - o - - - oo - - - - - AGCTC
TGGTAAGGCCT CCACCGTCAAGCGAGGCACATCCGCCGGTCGCAAGGTCGGTCTCATCGC
TGGACATCCATCCACCGT CAGAAGAGACGCCAGT GCCGGAAAGAAGGTTGGACTTATCGC
TGGTCACGCCAGTACTGTTAGGCGT GATGCACCT CCTGGACAGAAGGTTGGTCTTATTGC
TGGTCACGCAAGTACTGTCAGCCGTGATGCTCCTCCTGGACAGAAGGTTGGTCTCATTGC
CGGCAAGCCCTCCACCATCCGCAGAGATGCCCCTGCTGGCCGCAAAGTGGGTCTCATTGC
TGGCAAACCCTCTACCATCCGCAGAGATGCCCCT GCTGGCCGCGAAAGTGGGTCTCATTGC
TGGCAAACCCT CCACCATCCGAAGAGATGCCCCTGCTGGGCGCAAAGTGGGTCTCATTGC
TGGCAAGCCTTCCACTATCCGAAGAGATGCCCCAGCTGGGCGCAAAGTGGGTCTCATTGC
TGGAAAACCCT CAACTATCAGGAGGGACGCACCT GCTGGTCGCAAGGTCGGTCTCATTGC
TGGTAAGCCCT CAACCATCAGGAGAGATGCCCCAGCTGGTCGCAAAGTTGGTCTTATTGC
TGGTAAACCCTCAACCATCAGGAGAGACGCGCCTGCTGGACGE- = - = = = == = = - = o= = - -
901...... 910....... 920....... 930....... 940.......

TGTCCGCTTCTTAAAACGGTACGGATCCCGGAAAACCACTTTGGCAAGG- - ------~---

TGCCCGT- - - - - CGTACCGGTAGGAT CCGT GGT GGCAAGGGCGACAG- - - - - - CAAGGAC
CGCccae- - - - - CGTACCGGAAGAATTCGCGGAGGAAAGCCAGT CAAGTTCACCAAGGAG
TGCAAGG- - - - - AGCGACTGGTCG--------=-------=-“-=------ TCTCAGAGGTC
TGCTAGG- - - - - AGCGACTGGTCG- - ------------ - -~ TCTTAGAGGAC
TGCCCGC- - - - - CGGACTGGACGTCTCCGGGGAACCAAGACTG- - -----=---=-------
TGCTCGC- - - - - CGGACAGGGCGTCTCCGAGGAACCAAGACTG- - === === === === - - -
TGCCCGC- - - - - CGGACTGGACGGCT GCGTGGAACCAAAACTG- - - - - === === == - - - -
TGCCCGC- - - - - CGGACTGGACGGCTACGTGGAACCAAAACTG- - - - - ------------
TGCCCGT- - - - - CGTACAGGCAGACTGCGTGGAACAAAGACCG--------=---=---=---
TGCTCGT- - - - - CGTACTGGTCGTCTGCGCGGTACAAAGACTG- - -----=----------
961...... 970....... 980....... 990....... 1000...... 1010.......
AAGCTAAGCTCTGGCTGCAGCAGGATTCCGGCGT GGCGCAGGTTCCGCCTGAGATCTGGGT

GAGAACG- = - = = = = = = = = = = =@ mm e m e e aio oo
AA- - == m e GCTGCTGCT- = = = = == = s s mm e mmmm oo e ie oo
AA- - == e oo GCTGCTGCA- = = = = = = === mmmmm oo oo e oo
----------------- TGCAGGA- - - - === =-=-«-=------- GAAAGAGAACTAG- -
----------------- TGCAGGA- - - - === =-=-=-=------- GAAAGAGAACTAG- -
----------------- TACAGGA- - - === -=-=-«-=------- GAAGGAGAACTAG- -
----------------- TACAGGA- - - - === =-=-«-=------- GAAGGAGAACTAG- -
----------------- TCTCGGA- -~ -« --=-=-=-=--=----GAAAGAGAAT- - - - -
----------------- TGCAGGA- - = === = =-=-=-==-=-=-- AAAGGAGAAC- - - - -
1021.. ... 1030. ... .. 1040. ... .. 1050. ... .. 1060. ... .. 1070. ... ...
------ GGCGCTCCGCGGCCCGG- GTCGTGGATGA- - - - - - TGTCCTTCACG- - - - - - - -
AGTGGTCGTGCTCTGCTGT GCGGCGT CGT GGAAGAAATTGCTATTCTACATGGATAATCT

TGCTGAGGGCCT G- = - = = = = = = = = = mm @ e o m e o e o oo e oo
GGGCTGGGGGCT Cr - = = = = = = = = = = == =@ m o e m e oo e oo
AGTTCAGGAGCT - = = - = = = = = == @@ mf e m e oo e o e oo e
€ 1 7Y -V
1081.. ... 1090. ... .. 1100. ... .. 1110. ... .. 1120. ... .. 1130.......
= - ATGCCCTTGATATA- - = - = = w mm o m e o e oo ie oo oo TCCGTGT
GTATGTTCTAGGCATACGCTTGACACGGCAGAATAAAACGTATTTGTA- AAACTATACTT
--------------- TCAGCT GCCAAGGCAGACTAGAGT TAAAAGAGATAAACTTTGTTT
--------------- ACTGCTGCCAAGGCTGA- TAAGGCTTAAAGAG- - - AACGTTGTTA
------------------------------- AATAAAGTT- - - = m = mmmmmmm e e
------------------------------- AATAAAGCT- - - = == - s m e mmme o e
------------------------------- AATAAAGTA- - - === ccmcmmmme oo
------------------------------- AATAAAGTA- - = == mmmmmm e
--------------------------------- TAAAACT- - = -« mcmmmme oo oo
1141. ... . 1150. ... .. 1160. ... .. 1170. ... .. 1180. ... .. 1190. ... ...
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705
1157
779
802
842
908
578
817
809
761
837
540
1201

715
1207
779
861
894
918
587
827
819
761
847
540
1261

742
1243
779
916
945
935
587
828
820
765
860
540
1321

CGCTCGGC- - - = = = = = = = = = = m @ e @ e e ool GA
CGTTTGCATTTAAAGTTTTTAAGATTTTAGTTATTAGCTTTTGTTTGGAT- - - - - - - - - -
CTCTTGTTTTCTATGTTT- CAAGTTTTGTTGTCTGTGTTTCCTTTTGAACCTCATTCTGA
GGGTTATTATATTTGATTGCAAGTTTTTCAGTTTTGTTTTTCTTTT----- - - - TTCTGA
------------------------------------- TGTGTTTATG- - - - =--=-----
------------------------------------- TGTCCTTTT- - - - e c e e - - -
------------------------------------- CGTCCTTTGG == === - - --
------------------------------------- TGTGCTTTGG- - - ===« = - = - - -
------------------------------------- TGTCTATCTG-=--=--=-----
1201.. ... 1210. .. ... 1220...... 1230...... 1240. .. ... 1250.......
AATCCACGG- - - = - == === ===« - - CGCGTAGGCGCGCGGCGC- - - - = === =« = === - = -
------------ TTATTATGCTGATTTATTAGGT- - - - - - - - - - - - AAATACTTATGTTA
AATCCTAAAAGATTTTTATGATAAACCTTT- - - - - CTCTCTTCTCGAAAAGCTTATGTTA
TA----c---- GTTTGTTTGTTAAACTATTTGGGGCACCTTCTTCAGAACCATTTTCTTC
<o - CCAAAAAAA- - = - - m s m oo AAAAAAAA- - - - - - -
(o
(s
------------------------------------------------- AGAT- - - - - - -
O Y TACAAAAT- - - - - - -
1261. .. .. 1270...... 1280...... 1290...... 1300. .. ... 1310.......
---------------------------- (o4 1 1 I
TCT----- GCAAATTCTT-------- B AAA
------------------------------ I PY
TTCACATTGCATACTCTCAATACGC- = - = = === = s mmmmmmmomme oo AAA
CCAACATATGGAGTTTTCAATAGACGGTCTTCTATAAAAAAAAAAAAAAAAAAAAA
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