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

+OHT/PW
Clone#5
Query 1
Sbjct 53
Query 60
Sbjct 113
Query 120
Sbjct 173
Clone#18
Query 36
Sbjct 56
Query 96
Sbjct 115
Query 156
Sbjct 175
Clone#19
Query 27
Sbjct 47
Query 87
Sbjct 105
Query 147
Sbjct 165
Clone#20
Query 51
Sbjct 70

GCGGAGCGAN-TTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAGCCCCGL

FEErrrrer rrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
GCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAGCCCCGL

GATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTGG

CErrrrrrererrerrrrerrerrrr et ettt ettt e
GATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTGG
AsiSI site
CGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCG
CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCG

GAGCCAATTTGGCTTTGCGCCGGGAGATGG-GCGGGAGCCGGGAGCGCCCATTCCCGCGA

LI T CErrrrrrererre rrrerrererrererr et e
GAGCGAAGTTGGC-GGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAGLCCCCGCGA
AsiSI
TCGCCAGTCCGTTCCCGGACGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTGGCG
CEErrer e rerrer rrerrrr et ettt et et e
TCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTGGCG
site
CCCGGGAAAAAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCGAG
CEErrerr rrrerrrrrrrerrrr et et r ettt et
CCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCGTG

CCGCGGGCGGAGCGTAAGTTTTGTGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGLCC

Frrrrrrrrrrrer ree rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
CCGCGGGCGGAGCG-AAG-TTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCG

ATCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACTCGCCGCTGGCCCCT

Forrrrrrererrerrrrerrerrrr et et rrr ettt terrrr e
AGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGLCCCGCCGGGTACACGLCLCGLTGGLCCCG
AsiSI site
AGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCG
CErrrrrrerrrrerrrrrrrer et ettt ettt et e
AGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCG

GGCGCCGGGATATTGTGCGAGAGCCGGGAGCGCC-AATTCCGTGATCGCTAG-CTTCTC

CErrrerrer et e trr et rrr e | N N
GGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAGCCCCGLCGATCGCCAGLCCCGLTC
AsiSI site

59

112

119

172

179

232

95

114

155

174

215

234

86

104

146

164

206

224

108

128



Query 109
Sbjct 129
Query 168
Sbjct 189
Clone#26
Query 23
Sbjct 37
Query 83
Sbjct 96
Query 143
Sbjct 156
Query 203
Sbjct 216
Clone#34
Query 18
Sbjct 33
Query 75
Sbjct 92
Query 135
Sbjct 152
Query 195
Sbjct 212

CCGGCCGGACCCGCCGGGTATTATACGCTGGCCCTTA-TTCTGGCTTTCGGGAAGCAGGG

FEEEErrr terrrrrrrnd Frrrreeer RN FEEErrrrrrnd
CCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGG

CGCGCTTCTGCTGTTCTGCGT-CTGTTCATGCCTCGGTGT 206

Frrrrrrrrrrrrrrrreeer tr  rrrrrrrrrrrre
CGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGT 228

CTTCTCTACGCCGCGGGCGGAGCGAAGTTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCG

FErrrrrrrrrrrrrrrrrrrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CTTCTCTACGCCGCGGGCGGAGCGAAG-TTGGCGGGCGCCGGGAGATGGCGCGGGAGCCG

GGAGCGCCGATCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCG

CErrrrerrer rrerrrrrrrerrrr et et ettt et r e
GGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGLCCCGCCGGGTACALCGLCCG
AsiSI site

CTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCAT

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
CTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCAT

CATGCCTCGGTGTCCCGTGTGGGCCCGAAGCGAGCC 238

FErrrrrrrrrrrrrrrrrrrrrrrrrrrrrere
CATGCCTCGGTGTCCCGTGTGGGCCCGAAGCGAGCC 251

CGA-CTTCTCT-CGCCGCGGGGCGGAGCG-AGTTGGCGGGCGCCGGGAGATGGCGCGGGA

FEErrrrrrr rererr reerrrrrrr reerrrrrrrrrrrrrrrrrrrrrrrre
CGAGCTTCTCTACGCCGC-GGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGA

GCCGGGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACAL

CErrrrrrererrerrrrerrerrrr et ettt ettt e
GCCGGGAGCGCCGAGCCCCGCGATCGCCAGCCCGLCTCCCGGCLCGGGLCCGLCCGGGTACAL
AsiSI site

GCCGCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCC

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
GCCGCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCC

167

188

82

95

142

155

202

215

74

91

134

151

194

211



Clone#35

Query 37
Sbjct 58
Query 97
Sbjct 118
Query 156
Sbjct 178

GCGTAGTTGGCTGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGATCCTCGCGATCG

CEE ot rrrerr rerrrrerrererr et et rrr et e rr rrrri
GCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAGCCCCGCGATCG
AsiSI site
CCAGCCCGC-CCCGGCCGGGCCCGCCGGGETACACTCCGCTGGCCCCGAGCACTGGLGLCC
CErrrrrrr cerrrrrrerrererrrrrer et e ettt e
CCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTGGLGLCC

GGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCGTGTGG

FErrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
GGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCGTGTGG

+OHT/PW + ML216

Clone#l
Query 14
Sbjct 37
Query 74
Sbjct 97
Query 133
Sbjct 157
Query 193
Sbjct 217
Clone#2
Query 1
Sbjct 40
Query 60
Sbjct 100
Query 120
Sbjct 160
Query 180

Sbjct 220

CTTCTCTACGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCLCGG

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrre
CTTCTCTACGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCLCGG

GAGCGC-GAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGL

CEErrr rrrrrrrrrrrerrerrrr et ettt ettt e
GAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGLCGGGLCCCGCCGGGTACALCGLLGL
AsiSI site
TGGACCCGAGCACTGGCGCCCGGGAAGCAGGGGACGCTTCTGATGTTCTGCGTCTTCATC
CErrrrrererrerrrrerrererrerrert rrrrr et e et et rr
TGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATC

ATGCCTCGCTGTCTAGTGTGGGC 215

FEErrrrr reer rrrrrrnd
ATGCCTCGGTGTCCCGTGTGGGC 239

CTCTACGCCGCGGGCGGAGCGA-GTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAG

FErrrrrrrrrrrrrrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
CTCTACGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAG

CGCCGAGC-CC-CGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGG

CEErrerr e rerrrrrrrererr et ettt ettt et e
CGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGLCCCGCCGGGTACACGLCLCGLTGG
AsiSI site
CCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATG
CErrrrrrererrerrrrrrrererr et ettt ettt e
CCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATG

CCTCGGTGTCCCGTGTGGGCCCGAAGCGAGCC 211

FErrrrrrrrrrrrrrrrrrrrrrrrerrd
CCTCGGTGTCCCGTGTGGGCCCGAAGCGAGCC 251

96

117

155

177

215

237

73

96

132

156

192

216

59

99

119

159

179

219



Clone#3
Query
Sbijct
Query
Sbijct
Query
Sbijct
Query

Sbijct

Clone#l
Query
Sbijct
Query
Sbijct
Query
Sbijct
Query

Sbijct

17

39

75

99

135

159

195

219

4

20

37

79

95

138

155

198

215

TCTCT-CGCCGCGGGCGGAGCGA-GTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGA

FEEEE rrrrrrrrrrrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
TCTCTACGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGA

GCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTG

CErrrrrrererrerrrrrrrerrrr et ettt ettt e
GCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGLCCGGGCCCGCCGGGTACACGLCGLTG
AsiSI site
GCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCAT
CErrrrrrererrerrrrerrerrrr et ettt ettt e
GCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCAT

CTTCTCT-CGCCGCGGGGCGGAGCGAAGTTGGCGGGCGCCGAGAGATGGGCGCGGGAGCC

FEErrrr terrrr rerrrrrrrrrrrrerrrrrrrrrrr rerrrrr reerrrrd
CTTCTCTACGCCGC-GGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGG-CGCGGGAGCC

-GGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCC

CErrrrrrrrerrrrerrrrrererr et et r ettt et
GGGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGLCGGGLCCCGCCGGGTACALCGLL
AsiSI site
GCTGGCCCCGAGCACTGGCACCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCA
CErrrrrrererrererrr rerrrr et ettt ettt e
GCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCA

74

98

134

158

194

218

78

94

137

154

197

214



Clone#15

Query 15
Sbjct 35
Query 73
Sbjct 95
Query 133
Sbjct 155
Query 193
Sbjct 215
Clone#16
Query 20
Sbjct 37
Query 79
Sbjct 95
Query 139
Sbjct 155
Query 199
Sbjct 215
Clone#18
Query 31
Sbjct 52
Query 91
Sbjct 112
Query 151
Sbjct 172
Query 211

AGC-TCTCTACGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGG-GCC

FEErrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrerrerrer
AGCTTCTCTACGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCC

GGGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCC

CErrrrrrererrerrrrerrerrrr et ettt ettt e
GGGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGLCGGGLCCCGCCGGGTACALCGLL
AsiSI site
GCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCA
CErrrrrrererrerrrrrrrerrrr et ettt ettt e
GCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCA

CTTCACTACAGCGCGTGCGCGAGCG-AGTTGGTGGGCGCCGGGCAGATGGCTCGGGAGCC

FEee reer reer rer reeer reeerr rerrrrrrrr rerrrrr rrrrrd
CTTCTCTACGCCGCGGGCG-GAGCGAAGTTGGCGGGCGCCGGG-AGATGGCGCGGGAGCC

GGGAGCGCCCATCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACACC

CErrrrerrr torerrrrrrrerrrr et et ettt e
GGGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGLCGGGLCCCGCCGGGTACALCGLL
AsiSI site
GCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCA
CErrrrrrererrrrrrrerrerrrr et ettt et ettt e
GCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCA

GGCGGAGCG—--TTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCTAGCCCC-

FEEErrrnd FErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrer reeeed
GGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAGLCCLCCG

CGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTG

CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTG
AsiSI site

GCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCC

FEErrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
GCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCC

72

94

132

154

192

214

78

94

138

154

198

214

90

111

150

171

210

231



Sbjct 232
Clone#19
Query 25
Sbjct 44
Query 85
Sbjct 102
Query 145
Sbjct 162
Query 205
Sbjct 222
Clone#24
Query 16
Sbjct 38
Query 75
Sbjct 97
Query 135
Sbjct 157
Query 195
Sbjct 217
Clone#27
Query 18
Sbjct 33
Query 76
Sbjct 93
Query 136
Sbjct 153
Query 196
Sbjct 213

GTGTGGGCCCGAAGCGAGCC 251

ACGCCGCGCGGCGGAGCGTAATTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGLCG

FEErrrrr rerrrrrrr re rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
ACGCCGCG-GGCGGAGCG-AAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCG

CCCAGTCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCC

Lt rrrrrrrrrrrrrrrerrrr et et ettt et
CCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGLCCCGLCCGGGTACACGLLGLTGGLL
AsiSI site
CCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCC
CErrrrrrererrerrrrrrrerrrr et ettt ettt e
CCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCC

TCGGTGTCCCGTGGGGGCCCGAAGCGAGCC 234

FEErrrrrrrerr rerrrrrrrrrrrrd
TCGGTGTCCCGTGTGGGCCCGAAGCGAGCC 251

TTCT-TACGTCGCCTGCCCAGCGAAGTTGTTTGGGCGCCGGGAGATGGCGCGGGAGCCGG

FEee reer reere rrrrrrrrnd FEErrrrrrrrrrrrrrrrrrrrrr
TTCTCTACGCCGCGGGCGGAGCGAAGTTG-GCGGGCGCCGGGAGATGGCGCGGGAGCCGG

GAGCGCCGAGCCCCGCGATCGCCTGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGL

CErrrrrrererrererrerrer ettt et ettt et r e
GAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGLCCGGGLCLCCGCCGGGTACALCGLLGL
AsiSI site
TGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATC
CErrrrrrererrerrrrerrerrrr et ettt ettt e
TGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATC

ATGCCTCGGTGTCCCGAGTGGGCCCGAATCGAGCC 229

FEErrrrrrrrrrrrr rerrrrrrrer reernd
ATGCCTCGGTGTCCCGTGTGGGCCCGAAGCGAGCC 251

CGA-CTTCTCT-CGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAG

FEErrrrrrr rrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CGAGCTTCTCTACGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAG

CCGGGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACG

CErrrrrrererrererrrrrererr et et r ettt e
CCGGGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGLCCGGGCCCGCCGGGTACACG
AsiSI site
CCGCTGGCCCCGAGCACTGGCACCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCT
CErrrrrrererrerrrr et e et et r ettt e
CCGCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCT

CAATCATGCCTCGGTGTCCCGTGTGGGCCCGAAGCGAGC 234

Frrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrred
C-ATCATGCCTCGGTGTCCCGTGTGGGCCCGAAGCGAGC 251

84

101

144

161

204

221

74

96

134

156

194

216

75

92

135

152

195

212



Clone#28

Query 39
Sbjct 64
Query 94
Sbjct 124
Query 154
Sbjct 183
Query 214
Sbjct 243
Clone#29
Query 42
Sbjct 64
Query 101
Sbjct 124
Query 161
Sbjct 184
Clone#31
Query 19
Sbjct 37
Query 78
Sbjct 97
Query 138
Sbjct 157
Query 198
Sbjct 217

TTGGCTCGCGCTGGG-GATGGCGCGGGAGC-GGGAGCG-CGAGAATTAGGAT-TCC-GCC

CErrr et et rrrrrer et et et rr N
TTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAGCCCCGCGATCGCCAGLCL
AsiSI site

CGCTCCCGGCCGGGCTTGCCGGTTTCTTTTCGGTGGCCCCGAGCACTGGCACCCGGGAA

FErrrrrrrrrreer reeer 1o FErrrrrrrrrrrrrrrer reerrnd
CGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTGGCGCCCGGGAA

GCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCTTGCCTCGGTGTCTCGTGTGGGCCCG

FErrrrrrrrrrrrrrrrrrrrrrrrrrrererr reerrrrrrrrr reererrrre
GCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCGTGTGGGCCCG

AATCGAGCC 222

L e
AAGCGAGCC 251

TTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGA-CGCCATTCACTTCGATCGCCAGCC

CEErrrrrrrrrr et et e e L0 e
TTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAGCCCCGCGATCGCCAGLCL
AsiSI site

CGCTCCCGGCCGGGCCCGCCGGGTACCCTCCACTGGCCCCGAGCACTGGCACCCGGGAAG

Frrrrrrrrrrrrrrrrrrrrererr o rr rerrrrrrrrrrrrrrer reererd
CGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAGCACTGGCGCCCGGGAAG

CAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCGTGTGGGCCCGA

FEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
CAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGGTGTCCCGTGTGGGCCCGA

CTTCTCTTCTCCTCGGGCGGAGCG-AGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGG

FEErrrr o rr rrrrrrrrrrr rerrrrrrrrrrrrrrrrrrrrrrrrrrrrrre
CTTCTCTACGCCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGG

GAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGE

CErrrrrrererrerrrrrrrer et et r ettt e
GAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGLCCGGGLCLCCGCCGGGTACALCGLLGL
AsiSI site
TGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATC
CErrrrrrererrerrrrrrrererr et ettt ettt et r e
TGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATC

93

123

153

182

213

242

100

123

160

183

220

243

77

96

137

156

197

216



Clone#32

Query 29
Sbjct 47
Query 89
Sbjct 107
Query 149
Sbjct 167
Query 209
Sbjct 227
Clone#34
Query 21
Sbjct 36
Query 80
Sbjct 94
Query 140
Sbjct 154
Query 200
Sbjct 214

CCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAG

FErrrrrrrrrrrrrrrrrrrrrrrrrrrerrrrrrrrrrrrrrrrrrrrrrrrrrr e
CCGCGGGCGGAGCGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGCCGGGAGCGCCGAG

CCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGCCGCTGGCCCCGAG

CErrrrrrererrerrrrerrererr et ettt ettt et e
CCCCGCGATCGCCAGCCCGCTCCCGGLCCGGGCCCGCCGGGTACACGLCCGCTGGCCCCGAG
AsiSI site
CAACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGG
Forrrrrrrrrrrerrrrerrerrrr et ettt e et r e
C-ACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTCATCATGCCTCGG

GCATCT-TACGTCCTCGGGCGGAGCGGAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGC

FErrr reer rr rrrrrrrrer rerrrrrrrrrrrrrrrrrrrrrrrrrrrrr e
GCTTCTCTACG-CCGCGGGCGGAGC-GAAGTTGGCGGGCGCCGGGAGATGGCGCGGGAGC

CGGGAGCGCCGAGCCCCGCGATCGCCAGCCCGCTCCCGGCCGGGCCCGCCGGGTACACGE

CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGGGAGCGCCGAGCCCCGCGATCGCCAGCCCGLCTCCCGGCLCGGGLCCGLCCGGGTACALCGL
AsiSI site
CGCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTC
CErrrrrrererrerrrrerrerrrr et ettt ettt e
CGCTGGCCCCGAGCACTGGCGCCCGGGAAGCAGGGCGCGCTTCTGCTGTTCTGCGTCCTC

ATCATGCCTCGGTGTCCCGTGTGGGCCCGAAGCGAGCC 237

FEErrrrrrrrrrrrrrrrrrrrrrrrrrrrrrernd
ATCATGCCTCGGTGTCCCGTGTGGGCCCGAAGCGAGCC 251
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