Lenna_ninor_Renner_2188t%

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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) raM-CAU psbC
Lemma_rmi nor _Renner 2188 renner 2188: 33182- 66382
- - - trnD-GUC trnE=bUC trnT-GGU psbD trnS-UGA |hbA trnG-UCC rpsl4 psaB
. trnY-GUA trnfM-CAU
Alignment 1
Lemna_minor_strain_... 100%
strain_9532 (+) ' 50%
33022-66211 7 0
el 100%
Criteria: 70%, 100 bp : 0%
Regions: 64 », 100%
Alignment 2 = — = 50%

: . R ———— —
Lemna_gibba_strain_... W 100%
strain_9584 (+) 509%
33230-66428 ¥ ' ' ' ' ' ' ' ?
Criteria: 70%, 100 bp 34Kk 35Kk 36Kk 37k 38Kk 39k 40Kk 41k
Regions: 64 trnS-UGA
. psaB psaA ycf3 ycf3 ycf3 trnS-GGA rpsé

Alignment 3
Lemna_japonica_strai...
strain_8695 (+) 0
33157-66315 100%
Criteria: 70%, 100 bp 50%
Regions: 64 100%
. 50%
Alignment 4 1= 1= 100%
Lemna_japonica_strai... 0%
strain_0234 (+) p— W 100%/0
32987-65896
Criteria: 70%, 100 bp 2 v . v . v . v . v . v v - v - v 50%
Regions: 67 42k 43k 44k 45k 46k 47k 48k 49k
. . psbG ndhC trnT-GGU atpB
X-axis: Lemna_minor_Renner_2188
Resolution: 12 - - trnT-UGU trnL-UAA  trnL-UAA ndhJ ndhK trnV-UAC trnV-UAC atpE
Window size: 100 bp tINE-GAA tM-CAU
= 100%
— 50%
— 100%
- 50%
= 100%
50%
7::5{;:C;:J:7:t7:<:7-E::::ﬁ{75=:x:=,e5--.:5g5---a-!E:!i:?:::=!:::::::;?-E=5-c5q::7q==---g=-g=--=--100%
T T T T T T T T T 50%
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— - — 50%
— —_«'\’J\\f’= — Ww 100%
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Lemma_mi nor _Renner 2188 renner 2188: 66383- 99573 tmP-CGG
cemA petA D

sbJpsbL psbE petL petGrnP-UGG psal rpl33  rpsl8 rpl20 rpsl2
. psbF trnW-CCA
Alignment 1
Lemna_minor_strain_... 100%
strain_9532 (+) 50%
66212-99399 100%
Criteria: 70%, 100 bp S0%
Regions: 82 100%
Alignment 2 50%

. . | e — e —— — R
Lemna_gibba_strain_... A A =S\ Fm NS T S 100%
strain_9584 (+) 509%
66429-99616 y ¥ ¥ ¥ ' 7 ' ; ?
Criteria: 70%, 100 bp 67k 68k 69k 70k 71k 72k 73k 74k
Regions: 82
. rpsl2 clpP clpP clpP psi_psbT psbT  psbH petB petD rpoA

Alignment 3
Lemna_japonica_strai... psbN
strain_8695 (+) .
66316-99485 100%
Criteria: 70%, 100 bp 50%
Regions: 82 100%
. 50%
Alignment 4 100%
Lemna_japonica_strai...
strain_0234 (+) W ?8063/0
65897-98808 \-J
Criteria: 70%, 100 bp v v - - - - - . 50%
Regions: 83 75Kk 76k 77k 78k 79Kk 80Kk 81k 82k 83k
rpoA
X-axis: Lemna_minor_Renner_2188 D
Resolution: 12 rpoA rpsll rpl36 rps8 rpl14 rpll6 rps3 rpl22 rpsl9  rpl2 rpl2  rpl23
Window size: 100 bp
100%
50%
100%
50%
|/ 100%
50%
W ‘H_’ 100%
T T T T T T T T 50%
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trnl-CAU ycfls
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\, — o — — 100%
T T T T T T T T 50%
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Lemrma m nor Renner 2188 renner 2188: 99574-132764
- - - — ndhB ndhB

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
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ycf68 trnA-UGC trnA-UGC trnR-ACG
— 7 5_\_, e —
108k 109k 110k 111k 112k 113k 114k 115k 116k
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LS
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L
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Lemma_m nor _Renner 2188 ren?fj@ =2188: 132765- 165955
orfl ndhH rpsls

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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