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Yb8AD687
Yb8AD688
Yb8AD689
Yb8AD693
Yb8AD721
AluYb8NCB108
AluYb8NCB109
AluYb8NCB111
Yb8-110
AluYb8NCB112
Yb8-114
AluYb8NCB160
AluYb8NCB268
Yb8-496
AluYb8NCB507
AluYb8NCB535
Yb8AD690
Yb8AD720

G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
- - GG- CCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
- CGG- CCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
- - GGGCTGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGTGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - - - - - - - - - - - - - - GCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
GCGGGCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA AGT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGAGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCAGGCGCGGTGGCTCTTGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - GCCGGGTGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCT GAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
- - GG- CCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
G- - - - - - - - GCA TGGTGGCTCATGCCT GTA ATCCCA GAA CGT TCT GAGGCCGAGGTGGGT GGA TCA CCT GAGGTCAGGAGT TCT AGCACT
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G- - - GCCGGGCGCGGTGGCTCACGCCT GTA ATCCCA GCA CTT TGGGAGGCCGAGGCGGGT GGA TCA - - T GAGGTCAGGAGA TCGAG- ACC
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Yb8AD687
Yb8AD688
Yb8AD689
Yb8AD693
Yb8AD721
AluYb8NCB108
AluYb8NCB109
AluYb8NCB111
Yb8-110
AluYb8NCB112
Yb8-114
AluYb8NCB160
AluYb8NCB268
Yb8-496
AluYb8NCB507
AluYb8NCB535
Yb8AD690
Yb8AD720

ATCCTGGCT AACATGGTGAAA CCCCGT C- T CTA CTA AAA ATA CA- - - A AAA ATT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA ATA CA- - - A AAA ATT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGAGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA ATA CAA AAA AAA - TT AGCCGGGCA CGGTGGCGGGTGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA AAA TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CCA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA ATA CAA AAA AAA ATT GGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGTGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCAGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
CTCCTGGCCAACATGGTGAAA CCCCACCCT CTA CCA AAA ATA CA- - - A AAA ATT AGCCGGGCGCGGTGGCGGGCA CCT GTA GTCCCA GCT
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ATCCTGGCT AACAAGGTGAAA CCCCGT C- T CTA CTA AAA A- - TACAAA AAA - TT AGCCGGGCGCGGTGGCGGGCGCCT GTA GTCCCA GCT
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ACT CGGGAGGCT GAGGCA GAA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CC-
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGGGAA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CTG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AGGCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CTG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCC
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCAGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCACAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CTG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCC
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AGGCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GTGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCTGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACGCGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGGGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAA CTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CTG
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ACT CGGGAGGCT GAGGCA GGA GAA TGGCGT GAA CCCGGG- AA GCGGAGCTT GCA GTGAGCCGA GAT TGCGCCACT GCA GTCCGCAGT CCG
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- - - - - - - - - - - - - AGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA A                                         
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA TAA AAT AAA ATA AAA CAA ACA AACAAA CAA AAA AACACA AA- - - A          
GCCTGGGTGACA GAGCGA GACTCCGTT TAA AAA AAA AAA AAA AAA A- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A          
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA          
ACCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA AAA AA- - - - - - - - - - - - - - - - - - - - - A          
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA TAA AAT AAA ATA AAA CAA ACA AACAAA CAA AAA AACACA AA- - - A          
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA                                     
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AA- - - - - - - - - A          
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AA                                     
ACCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA A- - - - - - - - - - - - - - - - - - - A AAA AAA AAA AAA AAA AAGAAA          
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA A                                      
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA GAA A                                
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA ACA - - - - - - - - - - - - - AA CAA ACA AACAAA CAA ACA AAA ACT GGT AGA          
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA AAA A                       
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA AGA A                                
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA GAA A                                
ACCTGGGCGACA GAGCGA GACTCCGCCTCA AAA AAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A AAA AA- - - A AA- - - A          
GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA A                                   

294
337
307
340
321
338
313
333
313
308
314
320
327
326
317
317
305
313

GCCTGGGCGACA GAGCGA GACTCCGTCTCA AAA AAA AAA AAA AAA AAA AAA AAA AAA AXX XXX XXX XXX XXX XXX XXX XXX
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