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Criteria: 70%, 100 bp
Regions: 252

Alignment 2
sequence3
L_mucronata_FINALJuly24 (+)
1-157848
Criteria: 70%, 100 bp
Regions: 252

Alignment 3
sequence4
L_manabina_FINALJuly24 (+)
1-157208
Criteria: 70%, 100 bp
Regions: 250

Alignment 4
sequence5
L_ribes_FINALJuly24 (+)
1-157648
Criteria: 70%, 100 bp
Regions: 250

Alignment 5
sequence6
L_felis_FINALJuly24 (+)
1-157665
Criteria: 70%, 100 bp
Regions: 252

Alignment 6
sequence7
L_nicolasii_FINALJuly24 (+)
1-158213
Criteria: 70%, 100 bp
Regions: 251

Alignment 7
sequence8
L_monoptera_FINALJuly24 (+)
1-157920
Criteria: 70%, 100 bp
Regions: 250

Alignment 8
sequence9
L_caprimulgus_FINALJuly24 (+)
1-158260
Criteria: 70%, 100 bp
Regions: 254

Alignment 9
sequence10
L_narcissus_FINALJuly24 (+)
1-157185
Criteria: 70%, 100 bp
Regions: 252

X-axis: sequence1
Resolution: 39
Window size: 100 bp
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trnI ycf2 trnL ndhB rps7sequence1 Anathallis_obovata:1-155515

Alignment 1
sequence2
L_hexapus_FINALJuly24 (+)
1-157629
Criteria: 70%, 100 bp
Regions: 252

Alignment 2
sequence3
L_mucronata_FINALJuly24 (+)
1-157848
Criteria: 70%, 100 bp
Regions: 252

Alignment 3
sequence4
L_manabina_FINALJuly24 (+)
1-157208
Criteria: 70%, 100 bp
Regions: 250

Alignment 4
sequence5
L_ribes_FINALJuly24 (+)
1-157648
Criteria: 70%, 100 bp
Regions: 250

Alignment 5
sequence6
L_felis_FINALJuly24 (+)
1-157665
Criteria: 70%, 100 bp
Regions: 252

Alignment 6
sequence7
L_nicolasii_FINALJuly24 (+)
1-158213
Criteria: 70%, 100 bp
Regions: 251

Alignment 7
sequence8
L_monoptera_FINALJuly24 (+)
1-157920
Criteria: 70%, 100 bp
Regions: 250

Alignment 8
sequence9
L_caprimulgus_FINALJuly24 (+)
1-158260
Criteria: 70%, 100 bp
Regions: 254

Alignment 9
sequence10
L_narcissus_FINALJuly24 (+)
1-157185
Criteria: 70%, 100 bp
Regions: 252

X-axis: sequence1
Resolution: 39
Window size: 100 bp
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rps15 ycf1
sequence1 Anathallis_obovata:1-155515

Alignment 1
sequence2
L_hexapus_FINALJuly24 (+)
1-157629
Criteria: 70%, 100 bp
Regions: 252

Alignment 2
sequence3
L_mucronata_FINALJuly24 (+)
1-157848
Criteria: 70%, 100 bp
Regions: 252

Alignment 3
sequence4
L_manabina_FINALJuly24 (+)
1-157208
Criteria: 70%, 100 bp
Regions: 250

Alignment 4
sequence5
L_ribes_FINALJuly24 (+)
1-157648
Criteria: 70%, 100 bp
Regions: 250

Alignment 5
sequence6
L_felis_FINALJuly24 (+)
1-157665
Criteria: 70%, 100 bp
Regions: 252

Alignment 6
sequence7
L_nicolasii_FINALJuly24 (+)
1-158213
Criteria: 70%, 100 bp
Regions: 251

Alignment 7
sequence8
L_monoptera_FINALJuly24 (+)
1-157920
Criteria: 70%, 100 bp
Regions: 250

Alignment 8
sequence9
L_caprimulgus_FINALJuly24 (+)
1-158260
Criteria: 70%, 100 bp
Regions: 254

Alignment 9
sequence10
L_narcissus_FINALJuly24 (+)
1-157185
Criteria: 70%, 100 bp
Regions: 252

X-axis: sequence1
Resolution: 39
Window size: 100 bp
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rrn23 trnA trnI rrn16 trnV rps7 ndhB trnL ycf2sequence1 Anathallis_obovata:1-155515

Alignment 1
sequence2
L_hexapus_FINALJuly24 (+)
1-157629
Criteria: 70%, 100 bp
Regions: 252

Alignment 2
sequence3
L_mucronata_FINALJuly24 (+)
1-157848
Criteria: 70%, 100 bp
Regions: 252

Alignment 3
sequence4
L_manabina_FINALJuly24 (+)
1-157208
Criteria: 70%, 100 bp
Regions: 250

Alignment 4
sequence5
L_ribes_FINALJuly24 (+)
1-157648
Criteria: 70%, 100 bp
Regions: 250

Alignment 5
sequence6
L_felis_FINALJuly24 (+)
1-157665
Criteria: 70%, 100 bp
Regions: 252

Alignment 6
sequence7
L_nicolasii_FINALJuly24 (+)
1-158213
Criteria: 70%, 100 bp
Regions: 251

Alignment 7
sequence8
L_monoptera_FINALJuly24 (+)
1-157920
Criteria: 70%, 100 bp
Regions: 250

Alignment 8
sequence9
L_caprimulgus_FINALJuly24 (+)
1-158260
Criteria: 70%, 100 bp
Regions: 254

Alignment 9
sequence10
L_narcissus_FINALJuly24 (+)
1-157185
Criteria: 70%, 100 bp
Regions: 252

X-axis: sequence1
Resolution: 39
Window size: 100 bp
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sequence1 Anathallis_obovata:1-155515

Alignment 1
sequence2
L_hexapus_FINALJuly24 (+)
1-157629
Criteria: 70%, 100 bp
Regions: 252

Alignment 2
sequence3
L_mucronata_FINALJuly24 (+)
1-157848
Criteria: 70%, 100 bp
Regions: 252

Alignment 3
sequence4
L_manabina_FINALJuly24 (+)
1-157208
Criteria: 70%, 100 bp
Regions: 250

Alignment 4
sequence5
L_ribes_FINALJuly24 (+)
1-157648
Criteria: 70%, 100 bp
Regions: 250

Alignment 5
sequence6
L_felis_FINALJuly24 (+)
1-157665
Criteria: 70%, 100 bp
Regions: 252

Alignment 6
sequence7
L_nicolasii_FINALJuly24 (+)
1-158213
Criteria: 70%, 100 bp
Regions: 251

Alignment 7
sequence8
L_monoptera_FINALJuly24 (+)
1-157920
Criteria: 70%, 100 bp
Regions: 250

Alignment 8
sequence9
L_caprimulgus_FINALJuly24 (+)
1-158260
Criteria: 70%, 100 bp
Regions: 254

Alignment 9
sequence10
L_narcissus_FINALJuly24 (+)
1-157185
Criteria: 70%, 100 bp
Regions: 252

X-axis: sequence1
Resolution: 39
Window size: 100 bp
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sequence1 Anathallis_obovata:1-155515

Alignment 1
sequence2
L_hexapus_FINALJuly24 (+)
1-157629
Criteria: 70%, 100 bp
Regions: 252

Alignment 2
sequence3
L_mucronata_FINALJuly24 (+)
1-157848
Criteria: 70%, 100 bp
Regions: 252

Alignment 3
sequence4
L_manabina_FINALJuly24 (+)
1-157208
Criteria: 70%, 100 bp
Regions: 250

Alignment 4
sequence5
L_ribes_FINALJuly24 (+)
1-157648
Criteria: 70%, 100 bp
Regions: 250

Alignment 5
sequence6
L_felis_FINALJuly24 (+)
1-157665
Criteria: 70%, 100 bp
Regions: 252

Alignment 6
sequence7
L_nicolasii_FINALJuly24 (+)
1-158213
Criteria: 70%, 100 bp
Regions: 251

Alignment 7
sequence8
L_monoptera_FINALJuly24 (+)
1-157920
Criteria: 70%, 100 bp
Regions: 250

Alignment 8
sequence9
L_caprimulgus_FINALJuly24 (+)
1-158260
Criteria: 70%, 100 bp
Regions: 254

Alignment 9
sequence10
L_narcissus_FINALJuly24 (+)
1-157185
Criteria: 70%, 100 bp
Regions: 252

X-axis: sequence1
Resolution: 39
Window size: 100 bp
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trnI ycf2 trnL ndhB rps7

sequence1 Anathallis_obovata:1-155515

Alignment 1
sequence2
L_hexapus_FINALJuly24 (+)
1-157629
Criteria: 70%, 100 bp
Regions: 252

Alignment 2
sequence3
L_mucronata_FINALJuly24 (+)
1-157848
Criteria: 70%, 100 bp
Regions: 252

Alignment 3
sequence4
L_manabina_FINALJuly24 (+)
1-157208
Criteria: 70%, 100 bp
Regions: 250

Alignment 4
sequence5
L_ribes_FINALJuly24 (+)
1-157648
Criteria: 70%, 100 bp
Regions: 250

Alignment 5
sequence6
L_felis_FINALJuly24 (+)
1-157665
Criteria: 70%, 100 bp
Regions: 252

Alignment 6
sequence7
L_nicolasii_FINALJuly24 (+)
1-158213
Criteria: 70%, 100 bp
Regions: 251

Alignment 7
sequence8
L_monoptera_FINALJuly24 (+)
1-157920
Criteria: 70%, 100 bp
Regions: 250

Alignment 8
sequence9
L_caprimulgus_FINALJuly24 (+)
1-158260
Criteria: 70%, 100 bp
Regions: 254

Alignment 9
sequence10
L_narcissus_FINALJuly24 (+)
1-157185
Criteria: 70%, 100 bp
Regions: 252

X-axis: sequence1
Resolution: 39
Window size: 100 bp
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