Blue lettering indicates the region analyzed (minimum 50nts, maximum 100

+OHT/PW
Clone#18
Query 10
Sbjct 36
Query 68
Sbjct 96
Query 128
Sbjct 156
Query 188
Sbjct 216
Clone#21
Query 11
Sbjct 36
Query 69
Sbjct 96
Query 129
Sbjct 156
Query 189
Sbjct 216
Clone#22
Query 13
Sbjct 38
Query 72
Sbjct 98
Query 132

CCGGCTGCA-G-ATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGAC

FErrrrrr o rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
CCCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGAC

TGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAC

CErrrrrrererrerrrrerrerrrr et ettt ettt e
TGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAC
AsiSI site

GGCTGCAGCATCCTTCAGACCTCGGTCCGGCTTGGGCGGGGCCGCCGGACATTGGCTGGG

FErrrrrrrrrrrrrrrrrrrrrrrrrrrerr rerrrrrrrrrrrrrrrrrrrrrre
GGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGG

GTCCCTCGAAGGGAGCACCCCC 209

FEErrrrrrrrrrrrrrrern
GTCCCTCGAAGGGAGCACCCCC 237

CCGGCTGCA-G-ATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGAC

FErrrrrr o rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
CCCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGAC

TGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAC

CErrrrrrererrerrrrerrerrrr et ettt ettt e
TGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAC
AsiSI site

GGCTGCAGCATCCTTCAGACCTCGGTCCGGCTTGGGCGGGGCCGCCGGACATTGGCTGGG

FErrrrrrrrrrrrrrrrrrrrrrrrrreerr rerrrrrrrrrrrrrrrrrrrrrre
GGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGG

GTCCCTCGAAGGGAGCACCCCC 210

FEErrrrrrrrrrrrrrrern
GTCCCTCGAAGGGAGCACCCCC 237

CGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGALCTG

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGALCTG

CGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACGG

CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACGG
AsiSI site

CTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGGT

nts)

67
95
127

155

187

215

68
95
128

155

188

215

71
97
131

157

191



Sbjct 158
Query 192
Sbjct 218
Clone#25
Query 9
Sbjct 36
Query 68
Sbjct 95
Query 128
Sbjct 155
Query 188
Sbjct 215
Clone#35
Query 22
Sbjct 38
Query 80
Sbjct 97
Query 140
Sbjct 157
Query 200
Sbjct 217

CACCTCGAAGGGAGCACCCC 211

Frrrrrrrrrrrrrrrrnd
C-CCTCGAAGGGAGCACCCC 237

CCGGCTGCAGG-ATCAGGCCCCGCCCCTACCTCGCGGCCGACCAAATAGCATGGCGCCGA

FErrrrrrrr rerrrrrrrrrrrrrrrerrrrrrrrrreer rerrrrrrrrrrr e
CCCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACC-AATAGCATGGCGCCGA

CTGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCA

CErrrrrrererrerrrrrrrererr et ettt ettt et e
CTGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGLCCCCCA
AsiSI site
CGGCTGCAGCATCCTTCAGACCTCGGTCCGGCTTGGGCGGGGCCGCCGGACATTGGCTGG
CErrrrrrererrererrrrrererr et et e ettt e
CGGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGG

GGTCCCTCGAAGGGAGCACCCCC 210

FEErrrrrrrrrrrrrrrrrrd
GGTCCCTCGAAGGGAGCACCCCC 237

CGCTGCA-G-ATCAGGCCCCGCCCCTACCTTCGCGGCCGACCAATAGCATGGCGCCGACT

FEErrrr b rrrrrrrrrrrrrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrre
CGCTGCAGGAATCAGGCCCCGCCCCTACC-TCGCGGCCGACCAATAGCATGGCGCCGACT

GCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACG

CErrrrrrererrerrrrrrrerrrr et ettt ettt e
GCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACG
AsiSI site
GCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGG
CErrrrrrererrerrrrerrerrrr et ettt ettt e
GCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGEG

TCCCTCGAAGGGAGCACCCCC 220

FEEErrrrrrrrrrrrrrrnd
TCCCTCGAAGGGAGCACCCCC 237
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94
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154

187

214

79

96

139
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216



+OHT/PW + ML216

Clone#2
Query 9
Sbjct 37
Query 68
Sbjct 97
Query 128
Sbjct 156
Query 188
Sbjct 216
Clone#6
Query 19
Sbjct 38
Query 77
Sbjct 98
Query 136
Sbjct 158
Query 196
Sbjct 218
Clone#12
Query 18
Sbjct 37
Query 76
Sbjct 96

Query 126

CCNCNGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGACT

b rrrrrr rrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGACT

GCGGCTCGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAC

CEErrr rrrrrrrrrrrerrerrrr et ettt ettt e
GCGGCT-GCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAC
AsiSI site
GGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGG
CErrrrrrererrerrrrrrrerrrr et ettt ettt e
GGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGLCTGGG

GTCCCTCGAAGGGAGCACCCCC 209

FEErrrrrrrrrrrrrrrern
GTCCCTCGAAGGGAGCACCCCC 237

CGCTGCAG--ATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGALCTG

FEErrrer o rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
CGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGACTG

CGGCT-CATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACGG

CEErr rrerrrrrrerrerrerrrr et et et ettt et e
CGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACGG
AsiSI site

CTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGGT

FErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
CTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGGT

CCCTCGAAGGGAGCACCCCC 215

FEErrrrrrrrrrrrrrrnd
CCCTCGAAGGGAGCACCCCC 237

CCGCTGCA-G-ATCAGGCCCCGCCCCTACCTTCGCGGCCGACCAATAGCATGGCGCCGAC

FEErrrrr o rrrrrrrrrrrrrrrrrer rerrrrrrrrrrrrrrrrrrrrrrrr e
CCGCTGCAGGAATCAGGCCCCGCCCCTACC-TCGCGGCCGACCAATAGCATGGCGCCGAC

TGCGGCTGCATCCAATCCACGCGGGAGGCGCTG———=—=———— GCGGGTCCCGCCCCCAC

CEEEr et e e e FITETEEErr e

TGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAC
AsiSI site

GGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGG

67

96

127

155

187

215

76

97

135

157

195

217
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185



Sbjct 156
Query 186
Sbjct 216
Clone#16
Query 7
Sbjct 33
Query 67
Sbjct 93
Query 117
Sbjct 153
Query 177
Sbjct 213
Clone#18
Query 9
Sbjct 33
Query 67
Sbjct 93
Query 117
Sbjct 153
Clone#23
Query 9
Sbjct 36
Query 68
Sbjct 95
Query 128
Sbjct 155
Query 188
Sbjct 215

GGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGG

GTCCCTCGAAGGGAGCACCCCC 207

FEErrrrrrrrrrrrrrrern
GTCCCTCGAAGGGAGCACCCCC 237

CGGCCGGCTGCAGGGATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCC

FErr rrrrrrrr rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
CGCCCCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCC

GACTGCGGCTGCATCCAATCCACGCGGGAGACGCTG-CGAT-GC--GCGGGTCCCGCCCC

CEErrrrrrr e et et er rrrrd FITETEET T
GACTGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGLCCL
AsiSI site

CACGGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCT

FErrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CACGGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCT

GGGGTCCCTCGAAGGGAGCACCCC 200

FEEErrrrrrrrrrrrrrrrrrnd
GGGGTCCCTCGAAGGGAGCACCCC 236

CGGCCGGCTGCAGGA-TCAGG-CCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCC

FErr rrrrrrrrr reerr rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
CGCCCCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCC

GACTGCGGCTGCA-CC-ATCCACGCGG--G-CGCTGGCG-TCGCCTGCGGGTCCCGCCCC

Crrrrerrererr e rerrererr e rrrrrrrr rrrrr et e
GACTGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGLCCC
AsiSI site

CACGGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCT

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CACGGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCT

CCGGCTGCAGG-ATCAGGCCCCGCCCCTACCTCGCGGCCGACCAAATAGCATGGCGCCGA

FErrrrrrrr rrrrrrrrrrrrrrrrrerrrrrrrrrreer rerrrrrrrrrrre
CCCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACC-AATAGCATGGCGCCGA

CTGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCA

CErrrrrrererrererrrrrererr et et r ettt e
CTGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCA
AsiSI site

CGGCTGCAGCATCCTTCAGACCTCGGTCCGGCTTGGGCGGGGCCGCCGGACATTGGCTGG

FErrrrrrrrrrrrrrrrrrrrrrrrrrrrrer rerrrrrrrrrrrrrrrrrrrrre
CGGCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGG

GGTCCCTCGAAGGGAGCACCCCC 210

FEErrrrrrrrrrrrrrrrrred
GGTCCCTCGAAGGGAGCACCCCC 237

215

66

92

116

152

176

212

66

92

116

152

176

212

67

94
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214



Clone#27

Query 22
Sbjct 38
Query 79
Sbjct 98
Query 139
Sbjct 158
Query 199
Sbjct 218
Clone#29
Query 20
Sbjct 37
Query 78
Sbjct 97
Query 138
Sbjct 157
Query 198
Sbjct 217
Clone#30
Query 20
Sbjct 37
Query 77
Sbjct 97
Query 137

CGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGALCTG

FErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
CGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGALCTG

CGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACGG

CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACGG
AsiSI site
CTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGGET
CErrrrrrererrerrrrerrerrrr et ettt ettt e
CTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGGET

CTCCTCGAAGGGAGCACCCC 218

Frrrrrrrrrrrrrrrrnd
C-CCTCGAAGGGAGCACCCC 237

CCGCTGCA-G-ATCAGGCCCCCCCCTTACCTCGCGGCCGACCAATAGCATGGCGCCGACT

FErrrrer o rrrrrrrrrr rer rreerrrrrrrrrrrrrrrrrrrrrrrrrrre
CCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGACT

GCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACG

CErrrrrrererrerrrrerrerrrr et ettt ettt e
GCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACG
AsiSI site
GCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGG
CErrrrrrererrerrrrerrerrrr et ettt ettt e
GCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGG

TCCCTCGAAGGGAGCACCCC 217

FEErrrrrrrrrrrrrrrnd
TCCCTCGAAGGGAGCACCCC 236

CCGCTGCA-G-ATCAGG-CCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGACT

FEErrrrr o rrrrrr rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
CCGCTGCAGGAATCAGGCCCCGCCCCTACCTCGCGGCCGACCAATAGCATGGCGCCGACT

AGCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAL

CErrrrrrererrrrerrerrer e et ettt et e
—GCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCAC
AsiSI site
GCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGG

78

97

138

157
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217

77
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137
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216
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Sbjct 157
Query 197
Sbjct 217
Clone#34

Query 22
Sbjct 38
Query 80

Sbjct 97

Query 140
Sbjct 157
Query 200
Sbjct 217

GCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGG

TCCCTCGAAGGGAG 210

FEEEErrrrrrrnd
TCCCTCGAAGGGAG 230

CGCTGCA-G-ATCAGGCCCCGCCCCTACCTTCGCGGCCGACCAATAGCATGGCGCCGACT

FEErrrr b rrrrrrrrrrrrrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrr e
CGCTGCAGGAATCAGGCCCCGCCCCTACC-TCGCGGCCGACCAATAGCATGGCGCCGACT

GCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACG

CErrrrrrererrerrrrerrerrrr et ettt ettt e
GCGGCTGCATCCAATCCACGCGGGAGGCGCTGGCGATCGCCTGCGGGTCCCGCCCCCACG
AsiSI site
GCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGEG
CErrrrrrererrerrrrrrrerrrr et ettt ettt e
GCTGCAGCATCCTTCAGACCTCGGTCCGGCTGGGGCGGGGCCGCCGGACATTGGCTGGGEG

TCCCTCGAAGGGAGCACCCCC 220

FEEErrrrrrrrrrrrrrrnd
TCCCTCGAAGGGAGCACCCCC 237

216

79

96

139

156

199

21



