
M_alejandrae_1188B M_alejandrae_1188B_aug20.K105.complete.graph1.2:1-160075

Alignment 1
M_dealbata_aff_0866A
M_dealbata_aff_0866A_aug20.K105.complete.graph1.1 (+)
1-159879
Criteria: 70%, 100 bp
Regions: 89

Alignment 2
M_dealbata_aff_0877A
M_dealbata_aff_0877A_aug20.K105.complete.graph1.1 (+)
1-160066
Criteria: 70%, 100 bp
Regions: 88

Alignment 3
M_dealbata_aff_1160A
M_dealbata_aff_1160A_aug20.K105.complete.graph1.2 (+)
1-160077
Criteria: 70%, 100 bp
Regions: 88

Alignment 4
M_dealbata_MA3190
M_dealbata_MA3190_aug20.K105.complete.graph1.2 (+)
1-160071
Criteria: 70%, 100 bp
Regions: 88

Alignment 5
M_nuevoleonensis_1...
M_nuevoleonensis_1138A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 6
M_rzedowskiana_100...
M_rzedowskiana_1004A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 7
M_rzedowskiana_MA...
M_rzedowskiana_MA3188B_OCT_2021_reSeq_1027.K105.complete.graph1.2 (+)
2 alignments
Criteria: 70%, 100 bp
Regions: 90

Alignment 8
M_vovidesii_0092B
M_vovidesii_0092B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 9
M_vovidesii_0624B
M_vovidesii_0624B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 10
Magnolia_dealbata_M...
Magnolia_dealbata_MA008_ADD_KIM.K85.complete.graph1.2 (+)
1-160069
Criteria: 70%, 100 bp
Regions: 88

Alignment 11
Magnolia_fraseri_MA...
Magnolia_fraseri_MA291_ADD_KIM.K85.complete.graph1.1
4 alignments
Criteria: 70%, 100 bp
Regions: 91

Alignment 12
Magnolia_macrophyll...
Magnolia_macrophylla_MA015_ADD_KIM.K85.complete.graph1.1
3 alignments
Criteria: 70%, 100 bp
Regions: 89

Alignment 13
Magnolia_macrophyll...
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM.K85.complete.graph1.2 (+)
1-160073
Criteria: 70%, 100 bp
Regions: 88

X-axis: M_alejandrae_1188B
Resolution: 39
Window size: 100 bp
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M_alejandrae_1188B M_alejandrae_1188B_aug20.K105.complete.graph1.2:1-160075

Alignment 1
M_dealbata_aff_0866A
M_dealbata_aff_0866A_aug20.K105.complete.graph1.1 (+)
1-159879
Criteria: 70%, 100 bp
Regions: 89

Alignment 2
M_dealbata_aff_0877A
M_dealbata_aff_0877A_aug20.K105.complete.graph1.1 (+)
1-160066
Criteria: 70%, 100 bp
Regions: 88

Alignment 3
M_dealbata_aff_1160A
M_dealbata_aff_1160A_aug20.K105.complete.graph1.2 (+)
1-160077
Criteria: 70%, 100 bp
Regions: 88

Alignment 4
M_dealbata_MA3190
M_dealbata_MA3190_aug20.K105.complete.graph1.2 (+)
1-160071
Criteria: 70%, 100 bp
Regions: 88

Alignment 5
M_nuevoleonensis_1138A
M_nuevoleonensis_1138A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 6
M_rzedowskiana_1004A
M_rzedowskiana_1004A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 7
M_rzedowskiana_MA3188B
M_rzedowskiana_MA3188B_OCT_2021_reSeq_1027.K105.complete.graph1.2 (+)
2 alignments
Criteria: 70%, 100 bp
Regions: 90

Alignment 8
M_vovidesii_0092B
M_vovidesii_0092B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 9
M_vovidesii_0624B
M_vovidesii_0624B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 10
Magnolia_dealbata_MA008_ADD_KIM
Magnolia_dealbata_MA008_ADD_KIM.K85.complete.graph1.2 (+)
1-160069
Criteria: 70%, 100 bp
Regions: 88

Alignment 11
Magnolia_fraseri_MA291_ADD_KIM
Magnolia_fraseri_MA291_ADD_KIM.K85.complete.graph1.1
4 alignments
Criteria: 70%, 100 bp
Regions: 91

Alignment 12
Magnolia_macrophylla_MA015_ADD_KIM
Magnolia_macrophylla_MA015_ADD_KIM.K85.complete.graph1.1
3 alignments
Criteria: 70%, 100 bp
Regions: 89

Alignment 13
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM.K85.complete.graph1.2 (+)
1-160073
Criteria: 70%, 100 bp
Regions: 88

X-axis: M_alejandrae_1188B
Resolution: 39
Window size: 100 bp
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M_alejandrae_1188B M_alejandrae_1188B_aug20.K105.complete.graph1.2:1-160075

Alignment 1
M_dealbata_aff_0866A
M_dealbata_aff_0866A_aug20.K105.complete.graph1.1 (+)
1-159879
Criteria: 70%, 100 bp
Regions: 89

Alignment 2
M_dealbata_aff_0877A
M_dealbata_aff_0877A_aug20.K105.complete.graph1.1 (+)
1-160066
Criteria: 70%, 100 bp
Regions: 88

Alignment 3
M_dealbata_aff_1160A
M_dealbata_aff_1160A_aug20.K105.complete.graph1.2 (+)
1-160077
Criteria: 70%, 100 bp
Regions: 88

Alignment 4
M_dealbata_MA3190
M_dealbata_MA3190_aug20.K105.complete.graph1.2 (+)
1-160071
Criteria: 70%, 100 bp
Regions: 88

Alignment 5
M_nuevoleonensis_1138A
M_nuevoleonensis_1138A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 6
M_rzedowskiana_1004A
M_rzedowskiana_1004A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 7
M_rzedowskiana_MA3188B
M_rzedowskiana_MA3188B_OCT_2021_reSeq_1027.K105.complete.graph1.2 (+)
2 alignments
Criteria: 70%, 100 bp
Regions: 90

Alignment 8
M_vovidesii_0092B
M_vovidesii_0092B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 9
M_vovidesii_0624B
M_vovidesii_0624B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 10
Magnolia_dealbata_MA008_ADD_KIM
Magnolia_dealbata_MA008_ADD_KIM.K85.complete.graph1.2 (+)
1-160069
Criteria: 70%, 100 bp
Regions: 88

Alignment 11
Magnolia_fraseri_MA291_ADD_KIM
Magnolia_fraseri_MA291_ADD_KIM.K85.complete.graph1.1
4 alignments
Criteria: 70%, 100 bp
Regions: 91

Alignment 12
Magnolia_macrophylla_MA015_ADD_KIM
Magnolia_macrophylla_MA015_ADD_KIM.K85.complete.graph1.1
3 alignments
Criteria: 70%, 100 bp
Regions: 89

Alignment 13
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM.K85.complete.graph1.2 (+)
1-160073
Criteria: 70%, 100 bp
Regions: 88

X-axis: M_alejandrae_1188B
Resolution: 39
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%

50k 53k 56k 59k 62k 65k 68k 71k 74k

gene-blatn_trnL-UAA_1

gene-aragorn_trnL-UAA_1

gene-aragorn_trnC-ACA_1

gene-blatn_trnV-UAC_1 gene-trsp_rps12_1

gene-blatx_clpP1_1



M_alejandrae_1188B M_alejandrae_1188B_aug20.K105.complete.graph1.2:1-160075

Alignment 1
M_dealbata_aff_0866A
M_dealbata_aff_0866A_aug20.K105.complete.graph1.1 (+)
1-159879
Criteria: 70%, 100 bp
Regions: 89

Alignment 2
M_dealbata_aff_0877A
M_dealbata_aff_0877A_aug20.K105.complete.graph1.1 (+)
1-160066
Criteria: 70%, 100 bp
Regions: 88

Alignment 3
M_dealbata_aff_1160A
M_dealbata_aff_1160A_aug20.K105.complete.graph1.2 (+)
1-160077
Criteria: 70%, 100 bp
Regions: 88

Alignment 4
M_dealbata_MA3190
M_dealbata_MA3190_aug20.K105.complete.graph1.2 (+)
1-160071
Criteria: 70%, 100 bp
Regions: 88

Alignment 5
M_nuevoleonensis_1138A
M_nuevoleonensis_1138A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 6
M_rzedowskiana_1004A
M_rzedowskiana_1004A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 7
M_rzedowskiana_MA3188B
M_rzedowskiana_MA3188B_OCT_2021_reSeq_1027.K105.complete.graph1.2 (+)
2 alignments
Criteria: 70%, 100 bp
Regions: 90

Alignment 8
M_vovidesii_0092B
M_vovidesii_0092B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 9
M_vovidesii_0624B
M_vovidesii_0624B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 10
Magnolia_dealbata_MA008_ADD_KIM
Magnolia_dealbata_MA008_ADD_KIM.K85.complete.graph1.2 (+)
1-160069
Criteria: 70%, 100 bp
Regions: 88

Alignment 11
Magnolia_fraseri_MA291_ADD_KIM
Magnolia_fraseri_MA291_ADD_KIM.K85.complete.graph1.1
4 alignments
Criteria: 70%, 100 bp
Regions: 91

Alignment 12
Magnolia_macrophylla_MA015_ADD_KIM
Magnolia_macrophylla_MA015_ADD_KIM.K85.complete.graph1.1
3 alignments
Criteria: 70%, 100 bp
Regions: 89

Alignment 13
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM.K85.complete.graph1.2 (+)
1-160073
Criteria: 70%, 100 bp
Regions: 88

X-axis: M_alejandrae_1188B
Resolution: 39
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%
100%

50%

75k 78k 81k 84k 87k 90k 93k 96k 99k

gene-trsp_rps12_1

gene-blatx_clpP1_1 gene-blatx_rpl2_2 gene-blatx_ndhB_2



M_alejandrae_1188B M_alejandrae_1188B_aug20.K105.complete.graph1.2:1-160075

Alignment 1
M_dealbata_aff_0866A
M_dealbata_aff_0866A_aug20.K105.complete.graph1.1 (+)
1-159879
Criteria: 70%, 100 bp
Regions: 89

Alignment 2
M_dealbata_aff_0877A
M_dealbata_aff_0877A_aug20.K105.complete.graph1.1 (+)
1-160066
Criteria: 70%, 100 bp
Regions: 88

Alignment 3
M_dealbata_aff_1160A
M_dealbata_aff_1160A_aug20.K105.complete.graph1.2 (+)
1-160077
Criteria: 70%, 100 bp
Regions: 88

Alignment 4
M_dealbata_MA3190
M_dealbata_MA3190_aug20.K105.complete.graph1.2 (+)
1-160071
Criteria: 70%, 100 bp
Regions: 88

Alignment 5
M_nuevoleonensis_1138A
M_nuevoleonensis_1138A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 6
M_rzedowskiana_1004A
M_rzedowskiana_1004A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 7
M_rzedowskiana_MA3188B
M_rzedowskiana_MA3188B_OCT_2021_reSeq_1027.K105.complete.graph1.2 (+)
2 alignments
Criteria: 70%, 100 bp
Regions: 90

Alignment 8
M_vovidesii_0092B
M_vovidesii_0092B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 9
M_vovidesii_0624B
M_vovidesii_0624B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 10
Magnolia_dealbata_MA008_ADD_KIM
Magnolia_dealbata_MA008_ADD_KIM.K85.complete.graph1.2 (+)
1-160069
Criteria: 70%, 100 bp
Regions: 88

Alignment 11
Magnolia_fraseri_MA291_ADD_KIM
Magnolia_fraseri_MA291_ADD_KIM.K85.complete.graph1.1
4 alignments
Criteria: 70%, 100 bp
Regions: 91

Alignment 12
Magnolia_macrophylla_MA015_ADD_KIM
Magnolia_macrophylla_MA015_ADD_KIM.K85.complete.graph1.1
3 alignments
Criteria: 70%, 100 bp
Regions: 89

Alignment 13
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM.K85.complete.graph1.2 (+)
1-160073
Criteria: 70%, 100 bp
Regions: 88

X-axis: M_alejandrae_1188B
Resolution: 39
Window size: 100 bp
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M_alejandrae_1188B M_alejandrae_1188B_aug20.K105.complete.graph1.2:1-160075

Alignment 1
M_dealbata_aff_0866A
M_dealbata_aff_0866A_aug20.K105.complete.graph1.1 (+)
1-159879
Criteria: 70%, 100 bp
Regions: 89

Alignment 2
M_dealbata_aff_0877A
M_dealbata_aff_0877A_aug20.K105.complete.graph1.1 (+)
1-160066
Criteria: 70%, 100 bp
Regions: 88

Alignment 3
M_dealbata_aff_1160A
M_dealbata_aff_1160A_aug20.K105.complete.graph1.2 (+)
1-160077
Criteria: 70%, 100 bp
Regions: 88

Alignment 4
M_dealbata_MA3190
M_dealbata_MA3190_aug20.K105.complete.graph1.2 (+)
1-160071
Criteria: 70%, 100 bp
Regions: 88

Alignment 5
M_nuevoleonensis_1138A
M_nuevoleonensis_1138A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 6
M_rzedowskiana_1004A
M_rzedowskiana_1004A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 7
M_rzedowskiana_MA3188B
M_rzedowskiana_MA3188B_OCT_2021_reSeq_1027.K105.complete.graph1.2 (+)
2 alignments
Criteria: 70%, 100 bp
Regions: 90

Alignment 8
M_vovidesii_0092B
M_vovidesii_0092B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 9
M_vovidesii_0624B
M_vovidesii_0624B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 10
Magnolia_dealbata_MA008_ADD_KIM
Magnolia_dealbata_MA008_ADD_KIM.K85.complete.graph1.2 (+)
1-160069
Criteria: 70%, 100 bp
Regions: 88

Alignment 11
Magnolia_fraseri_MA291_ADD_KIM
Magnolia_fraseri_MA291_ADD_KIM.K85.complete.graph1.1
4 alignments
Criteria: 70%, 100 bp
Regions: 91

Alignment 12
Magnolia_macrophylla_MA015_ADD_KIM
Magnolia_macrophylla_MA015_ADD_KIM.K85.complete.graph1.1
3 alignments
Criteria: 70%, 100 bp
Regions: 89

Alignment 13
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM.K85.complete.graph1.2 (+)
1-160073
Criteria: 70%, 100 bp
Regions: 88

X-axis: M_alejandrae_1188B
Resolution: 39
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M_alejandrae_1188B M_alejandrae_1188B_aug20.K105.complete.graph1.2:1-160075

Alignment 1
M_dealbata_aff_0866A
M_dealbata_aff_0866A_aug20.K105.complete.graph1.1 (+)
1-159879
Criteria: 70%, 100 bp
Regions: 89

Alignment 2
M_dealbata_aff_0877A
M_dealbata_aff_0877A_aug20.K105.complete.graph1.1 (+)
1-160066
Criteria: 70%, 100 bp
Regions: 88

Alignment 3
M_dealbata_aff_1160A
M_dealbata_aff_1160A_aug20.K105.complete.graph1.2 (+)
1-160077
Criteria: 70%, 100 bp
Regions: 88

Alignment 4
M_dealbata_MA3190
M_dealbata_MA3190_aug20.K105.complete.graph1.2 (+)
1-160071
Criteria: 70%, 100 bp
Regions: 88

Alignment 5
M_nuevoleonensis_1138A
M_nuevoleonensis_1138A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 6
M_rzedowskiana_1004A
M_rzedowskiana_1004A_aug20.K105.complete.graph1.2 (+)
1-160076
Criteria: 70%, 100 bp
Regions: 88

Alignment 7
M_rzedowskiana_MA3188B
M_rzedowskiana_MA3188B_OCT_2021_reSeq_1027.K105.complete.graph1.2 (+)
2 alignments
Criteria: 70%, 100 bp
Regions: 90

Alignment 8
M_vovidesii_0092B
M_vovidesii_0092B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 9
M_vovidesii_0624B
M_vovidesii_0624B_aug20.K105.complete.graph1.2 (+)
1-160070
Criteria: 70%, 100 bp
Regions: 88

Alignment 10
Magnolia_dealbata_MA008_ADD_KIM
Magnolia_dealbata_MA008_ADD_KIM.K85.complete.graph1.2 (+)
1-160069
Criteria: 70%, 100 bp
Regions: 88

Alignment 11
Magnolia_fraseri_MA291_ADD_KIM
Magnolia_fraseri_MA291_ADD_KIM.K85.complete.graph1.1
4 alignments
Criteria: 70%, 100 bp
Regions: 91

Alignment 12
Magnolia_macrophylla_MA015_ADD_KIM
Magnolia_macrophylla_MA015_ADD_KIM.K85.complete.graph1.1
3 alignments
Criteria: 70%, 100 bp
Regions: 89

Alignment 13
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM
Magnolia_macrophylla_var_ashei_MA016_ADD_KIM.K85.complete.graph1.2 (+)
1-160073
Criteria: 70%, 100 bp
Regions: 88

X-axis: M_alejandrae_1188B
Resolution: 39
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