Alignment 1
sequence2
OR227937.1 (+)
1-157559
Criteria: 70%, 100 bp
Regions: 289

Alignment 2
sequence3
OR227936.1 (+)
1-157450
Criteria: 70%, 100 bp
Regions: 288

Alignment 3
sequence4
MH191388.1 (+)
1-157298
Criteria: 70%, 100 bp
Regions: 293

Alignment 4
sequenceb
NC_062156.1 (+)
3-157848
Criteria: 70%, 100 bp
Regions: 287

Alignment 5
sequence6
MN496075.1 (+)
1-157715
Criteria: 70%, 100 bp
Regions: 286

Alignment 6
sequence?
MT081309.1 (+)
1-157152
Criteria: 70%, 100 bp
Regions: 291

Alignment 7
sequence8
MN496076.1 (+)
1-157781
Criteria: 70%, 100 bp
Regions: 286

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

rpsl6
<

trnQ-UUGpsbl  trnS-CGA
« > >

4
0S-GCU

2
trnR-U

atpA

Y

T

atpF  atpH atpl  rps2
< < <

SNy e

S Tamaane




sequencel OR227935. 1:1-157802
rpoB trnC-(ECA , pst‘JM trnDGIEAJUC psbD

Alignment 1
sequence2
OR227937.1 (+)
1-157559
Criteria: 70%, 100 bp
Regions: 289

Alignment 2
sequence3
OR227936.1 (+)
1-157450
Criteria: 70%, 100 bp
Regions: 288

Alignment 3
sequence4
MH191388.1 (+)
1-157298
Criteria: 70%, 100 bp
Regions: 293

Alignment 4
sequenceb
NC_062156.1 (+)
3-157848
Criteria: 70%, 100 bp
Regions: 287

Alignment 5
sequence6
MN496075.1 (+)
1-157715
Criteria: 70%, 100 bp
Regions: 286

Alignment 6
sequence?
MT081309.1 (+)
1-157152
Criteria: 70%, 100 bp
Regions: 291

Alignment 7
sequence8
MN496076.1 (+)
1-157781
Criteria: 70%, 100 bp
Regions: 286

X-axis: sequencel
Resolution: 39
Window size: 100 bp
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C psbF rpsl2
sequencel OR227935.1:1-15 2 C— < <
trnL-UAA ndhJndhK UA accD psal ycf4  cemA petA psb{psbE pretly-CCpsal rpsil8
> 4{G> p»» -

rpsl2  clpP
tFAA<- ) <m ———) E———— ) =) =) === A C——
k-
Alignment 1

sequence2 ’ " N e ) - ’ A" B ~ VYV T N T WAA\AYI100%
OR227937.1 (+)
1-157559

Criteria: 70%, 100 bp
Regions: 289

Alignment 2
sequence3
OR227936.1 (+)
1-157450
Criteria: 70%, 100 bp
Regions: 288

Alignment 3
sequence4
MH191388.1 (+)
1-157298 o= S = e VA 'v' YV V"WVT"V'T'V‘V r
Criteria: 70%, 100 bp
Regions: 293

Alignment 4
sequenceb
NC_062156.1 (+)
3-157848
Criteria: 70%, 100 bp i = N1 T ; [ i N v > > "B T V=Y . ¥ | V][100%
Regions: 287

Alignment 5
sequence6
MN496075.1 (+)
1-157715
Criteria: 70%, 100 bp
Regions: 286

Alignment 6
sequence?
MT081309.1 (+)
1-157152
Criteria: 70%, 100 bp
Regions: 291

Alignment 7
sequence8
MN496076.1 (+)
1-157781
Criteria: 70%, 100 bp
Regions: 286

Y Ve Ve v vYy S o e ]w-""--'vv TN T T Y VY VY [Loo%

X-axis: sequencel ' W B W T - YV Vi VTV 2 1100%
Resolution: 39
Window size: 100 bp




sequencel 0?227?35 57802 rpi23

-
s'bB p )EbH  petB petD rpoA  rpl36rps8 rpll6  rps3 rps19 rpl2 trnM-CAU trnL-CAA ndhB
— ———‘44‘¢_-‘¢_ > 4

Alignment 1
sequence2
OR227937.1 (+)
1-157559
Criteria: 70%, 100 bp
Regions: 289

Alignment 2
sequence3
OR227936.1 (+)
1-157450
Criteria: 70%, 100 bp
Regions: 288

Alignment 3
sequence4
MH191388.1 (+)
1-157298
Criteria: 70%, 100 bp
Regions: 293

Alignment 4
sequenceb
NC_062156.1 (+)
3-157848
Criteria: 70%, 100 bp
Regions: 287

Alignment 5
sequence6
MN496075.1 (+)
1-157715
Criteria: 70%, 100 bp
Regions: 286

Alignment 6
sequence?
MT081309.1 (+)
1-157152
Criteria: 70%, 100 bp
Regions: 291

Alignment 7
sequence8
MN496076.1 (+)
1-157781
Criteria: 70%, 100 bp
Regions: 286

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




sequencel OR227935.1; 1- 1?7802
nd?B rpsl2 yc<15

< ——
rmi6 trnl 23 rréiR-ACG ycfl rpl32 ccsA ndhD psaC ndhG ndhl ndhA
e ) meess—=) ——— mm) EEEEEsssssss———]-) ) ) 4 ——) » ) —p

. f trnV-GAC trnA-UGC rrn5trnN-GUU trnL-UA

Alignment 1
sequence2
OR227937.1 (+)
1-157559
Criteria: 70%, 100 bp
Regions: 289

Alignment 2
sequence3
OR227936.1 (+)
1-157450
Criteria: 70%, 100 bp
Regions: 288

Alignment 3
sequence4
MH191388.1 (+)
1-157298
Criteria: 70%, 100 bp
Regions: 293

Alignment 4
sequenceb
NC_062156.1 (+)
3-157848
Criteria: 70%, 100 bp
Regions: 287

Alignment 5
sequence6
MN496075.1 (+)
1-157715
Criteria: 70%, 100 bp
Regions: 286

Alignment 6
sequence?
MT081309.1 (+)
1-157152
Criteria: 70%, 100 bp
Regions: 291

Alignment 7
sequence8
MN496076.1 (+)
1-157781
Criteria: 70%, 100 bp
Regions: 286

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




h
sequencel 0?227§3M-:
ndhA rps yC trnN-GUU rrr54.5 m23 trnA-UGC rmi6 ycfl5 rpsl2 ndhB trnL-CAA  ycf2
-dn < —— ) 1\4 4@ eeeeeeeeee—— < < — mp-am)p ) < ——
. trnR-ACG trnV-GAC
Alignment 1

sequence2
OR227937.1 (+)
1-157559

Criteria: 70%, 100 bp
Regions: 289

Alignment 2
sequence3 | |
OR227936.1 (+) > ¥ WV "an—y ATV N

1-157450
Criteria: 70%, 100 bp
Regions: 288

Alignment 3
sequence4
MH191388.1 (+)
1-157298 AN IN M\ AV NIV N 7N A
Criteria: 70%, 100 bp q [ [ \(
Regions: 293

Alignment 4
sequenceb
NC_062156.1 (+)
3-157848
Criteria: 70%, 100 bp
Regions: 287

Alignment 5
sequence6
MN496075.1 (+)
1-157715
Criteria: 70%, 100 bp
Regions: 286 Y N W VRV WY MWV VY

Alignment 6
sequence?’
MT081309.1 (+)
1-157152
Criteria: 70%, 100 bp
Regions: 291

~ erW"y a") "'w

Alignment 7
sequence8
MN496076.1 (+)
1-157781
Criteria: 70%, 100 bp
Regions: 286

X-axis: sequencel i T'v' = wvv-r-rv‘ WA\NY Y
Resolution: 39
Window size: 100 bp




sequencel OR227935. 1: 1- 157802 —p
ycf2 trnM-pA;U

Alignment 1
sequence2
OR227937.1 (+)
1-157559
Criteria: 70%, 100 bp
Regions: 289

Alignment 2
sequence3
OR227936.1 (+)
1-157450
Criteria: 70%, 100 bp
Regions: 288

Alignment 3
sequence4
MH191388.1 (+)
1-157298
Criteria: 70%, 100 bp
Regions: 293

Alignment 4
sequenceb
NC_062156.1 (+)
3-157848
Criteria: 70%, 100 bp
Regions: 287

Alignment 5
sequence6
MN496075.1 (+)
1-157715
Criteria: 70%, 100 bp
Regions: 286

Alignment 6
sequence?
MT081309.1 (+)
1-157152
Criteria: 70%, 100 bp
Regions: 291

Alignment 7
sequence8
MN496076.1 (+)
1-157781
Criteria: 70%, 100 bp
Regions: 286

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