[image: D:\KSC\Analysis\Orobanche\ESK24-005\2_Plastome\Draw\depth_distribution.jpg]
Figure S1. The sequencing depth and coverage map for Chloroplast genome of O. filicicola
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Figure S2. The sequencing depth and coverage map for mitochondrial genome of O. filicicola


[image: D:\KSC\Analysis\Orobanche\ESK24-005\영문교정\Final.Files_07_November_2024\Formatted Figures\Figure 2.tif]Figure S3. Analysis of simple sequence repeats (SSRs) in the chloroplast genomes of nine Orobanchaceae species. A. Frequency of different types of SSRs. B Number of six types of SSRs.
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Figure S4. Analysis of simple sequence repeats (SSRs) in the mitochondria genomes of nine Orobanchaceae species. A. Frequency of different types of SSRs. B Number of six types of SSRs.


[image: C:\Users\user\Downloads\최종본.pdf\크기수정\3.jpg]Figure S5. Comparison of long repeats in the chloroplast genomes of nine Orobanchaceae species. a. Number of different types of long repeats. b. Number of repeats of each length.
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Figure S6. Comparison of long repeats in the mitochondria genomes of nine Orobanchaceae species. a. Number of different types of long repeats. b. Number of repeats of each length.
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Orobanche filicicola chloroplast genome

(1) Total genome length = 91,530 bp
(2) Average depth =919.78 x

(3) Maximal depth = 14842 x

(4) Minimal depth =384 x
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Orobanche filicicola mitochondrial genome
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(1) Total genome length 927,287 bp 81,050 bp 50,650 bp
(2) Average depth 13089x 13526x 12325x
(3) Maximal depth 4365x  765x  769%

(4) Minimal depth 1x 5% S3x




image3.jpg
Rehmannia chingii I

Rehmannia glutinoso MG
Pedicularis kansuensis I————]

Castilleja paramensis I——

Aeginetia indico INEG————
Christisonia kwangtungensis T ——
Cistanche deserticolc I ———
0. cernua var. cumana IS

O filicicol I
o w2 3 4 s e 70 8

= Mono = Di = Tri » Tetra m Penta = Hexa

70

60

50

40

20

0

= O filicicola ® 0. cernua var. cumana = Cistanche deserticola
® Christisonia kwangtungensis  m Aeginetia indica u Castilleja paramensis
= Pedicularis kansuensis ® Rehmannia glutinosa ® Rehmannia chingii




image4.jpg
Rehmannia chingii I

Rehmannia glutinosa
Pedicularis kansuensis
Castilleja paramensis
Aeginetia indica

Christisonia kwangtungsis

0. cernua var. cumana

o filicicola

| I |
| S |
Cistanche deserticola I ——

s0 100 150 200 20 00 350 400

mMono mDi wTri mTetra mPenta wHexa

0
@
o
“w
0
»
o
o ey Seivbbiis
e R
= Orobanche filicicola = Orobanche cernua var.cumana = Cistanche deserticola
« Christisonia kwangtungsis = Aeginetia indica w Castillejo paramensis

mPedicularis kansuensis ® Rehmannia glutinosa = Rehmannia chingii




