
Lemna_minor_Renner_2188 renner_2188:1-33191

Alignment 1
Lemna_minor_strain_...
strain_9532 (+)
1-33021
Criteria: 70%, 100 bp
Regions: 47

Alignment 2
Lemna_gibba_strain_...
strain_9584 (+)
1-33229
Criteria: 70%, 100 bp
Regions: 47

Alignment 3
Lemna_japonica_strai...
strain_8695 (+)
1-33156
Criteria: 70%, 100 bp
Regions: 47

Alignment 4
Lemna_japonica_strai...
strain_0234 (+)
1-32986
Criteria: 70%, 100 bp
Regions: 49

X-axis: Lemna_minor_Renner_2188
Resolution: 12
Window size: 100 bp
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Lemna_minor_Renner_2188 renner_2188:33192-66382

Alignment 1
Lemna_minor_strain_...
strain_9532 (+)
33022-66211
Criteria: 70%, 100 bp
Regions: 64

Alignment 2
Lemna_gibba_strain_...
strain_9584 (+)
33230-66428
Criteria: 70%, 100 bp
Regions: 64

Alignment 3
Lemna_japonica_strai...
strain_8695 (+)
33157-66315
Criteria: 70%, 100 bp
Regions: 64

Alignment 4
Lemna_japonica_strai...
strain_0234 (+)
32987-65896
Criteria: 70%, 100 bp
Regions: 67

X-axis: Lemna_minor_Renner_2188
Resolution: 12
Window size: 100 bp
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Lemna_minor_Renner_2188 renner_2188:66383-99573

Alignment 1
Lemna_minor_strain_...
strain_9532 (+)
66212-99399
Criteria: 70%, 100 bp
Regions: 82

Alignment 2
Lemna_gibba_strain_...
strain_9584 (+)
66429-99616
Criteria: 70%, 100 bp
Regions: 82

Alignment 3
Lemna_japonica_strai...
strain_8695 (+)
66316-99485
Criteria: 70%, 100 bp
Regions: 82

Alignment 4
Lemna_japonica_strai...
strain_0234 (+)
65897-98808
Criteria: 70%, 100 bp
Regions: 83

X-axis: Lemna_minor_Renner_2188
Resolution: 12
Window size: 100 bp
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Lemna_minor_Renner_2188 renner_2188:99574-132764

Alignment 1
Lemna_minor_strain_...
strain_9532 (+)
99400-132588
Criteria: 70%, 100 bp
Regions: 63

Alignment 2
Lemna_gibba_strain_...
strain_9584 (+)
99617-132820
Criteria: 70%, 100 bp
Regions: 63

Alignment 3
Lemna_japonica_strai...
strain_8695 (+)
99486-132691
Criteria: 70%, 100 bp
Regions: 63

Alignment 4
Lemna_japonica_strai...
strain_0234 (+)
98809-131806
Criteria: 70%, 100 bp
Regions: 64

X-axis: Lemna_minor_Renner_2188
Resolution: 12
Window size: 100 bp

contig
gene
exon
UTR
CNS
mRNA

100%

50%
100%

50%
100%

50%
100%

50%

100k 101k 102k 103k 104k 105k 106k 107k

ndhB ndhB rps7 rps12_3end

rps12

trnV-GAC rrn16

100%

50%
100%

50%
100%

50%
100%

50%

108k 109k 110k 111k 112k 113k 114k 115k 116k

trnI-GAU

ycf68

ycf68

ycf68

trnI-GAU

trnA-UGC

orf42 orf56

trnA-UGC

rrn23 rrn4.5 rrn5

trnR-ACG

trnN-GUU ycf1

100%

50%
100%

50%
100%

50%
100%

50%

117k 118k 119k 120k 121k 122k 123k 124k

ycf1 rps15 ndhF

100%

50%
100%

50%
100%

50%
100%

50%

125k 126k 127k 128k 129k 130k 131k 132k

rpl32 trnL-UAG ccsA ndhD psaC ndhE ndhG ndhI ndhA



Lemna_minor_Renner_2188 renner_2188:132765-165955

Alignment 1
Lemna_minor_strain_...
strain_9532 (+)
132589-165775
Criteria: 70%, 100 bp
Regions: 59

Alignment 2
Lemna_gibba_strain_...
strain_9584 (+)
132821-166553
Criteria: 70%, 100 bp
Regions: 59

Alignment 3
Lemna_japonica_strai...
strain_8695 (+)
132692-166424
Criteria: 70%, 100 bp
Regions: 59

Alignment 4
Lemna_japonica_strai...
strain_0234 (+)
131807-165436
Criteria: 70%, 100 bp
Regions: 59

X-axis: Lemna_minor_Renner_2188
Resolution: 12
Window size: 100 bp
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