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Supplementary reanalysis of 38 archived cases: 36 strict positives and 2 negatives. This PDF contains the per-case paper-versus-C/A/B sheets, strict-clock branch-length diagnostics, and the
unrooted RF summary table. Supplementary Material 2 contains structural-variant dot plots for the manually verified cases.
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Contents and methods

SUPPLEMENTARY 1

This PDF contains 38 completed, manually confirmed datasets. Four papers (2290339, 2294894, 2294898, 2357681) are excluded because their original M&M; used CDS/PCG data, so their
topology differences are not comparable to whole-genome MSA artifacts. Each dataset has a paper-vs-reanalysis sheet (paper, C, A, B) and a strict-clock branch-length diagnostic. Red

branches/labels mark curated long-branch taxa/clades; for uncurated datasets they mark terminal outliers for C/B and RTT outliers for A.

C = whole-genome MAFFT + trimAl + IQ-TREE; A = SibeliaZ LCB + RAXML-NG T92+F+FreeRate; B = single-copy orthologs + IQ-TREE TESTMERGE.

Dataset status

dataset

23802359.2023.2274619
23802359.2023.2281029
23802359.2023.2288889
23802359.2023.2294896
23802359.2024.2306203
23802359.2024.2309262
23802359.2024.2347508
23802359.2024.2383680
23802359.2024.2420842
23802359.2024.2432370
23802359.2025.2466604
23802359.2024.2438290
23802359.2025.2528566
23802359.2025.2544681
23802359.2026.2635835
23802359.2026.2694188
23802359.2025.2567461
23802359.2026.2621463

23802359.2026.2629683
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Verified

Verified

Verified (root fixed)

Verified (root fixed)

Verified

Verified

Verified

Verified

Verified (root fixed)

Verified (shortened/highlight fixed)

Verified (highlight clarified; Clade Il not discussed)
Verified (B name-based fallback; self-contradictory M&M)
Verified

Verified (root fixed)

Verified (root fixed)

Verified

Verified (highlight corrected)

Verified

Verified (local-clock)

23802359.2023.2275827

23802359.2023.2282225

23802359.2023.2290844

23802359.2023.2301012

23802359.2024.2306207

23802359.2024.2324928

23802359.2024.2378966

23802359.2024.2412239

23802359.2024.2420847

23802359.2024.2437099

23802359.2025.2505249

23802359.2025.2559713

23802359.2025.2530712

23802359.2025.2548850

23802359.2026.2694148

23802359.2026.2742618

23802359.2026.2621456

23802359.2026.2622811

23802359.2026.2704257

Verified

Verified (tree)

Verified (root fixed)

Verified

Verified

Verified

Verified

Verified (shortened)

Verified (root/highlight fixed)
Verified (highlight clarified)
Verified (highlight narrowed)
Verified (B name-based fallback)
Verified (root fixed)

Verified

Verified (root/accession note)
Verified (paper figure restored)
Verified

Verified (local-clock)

Verified
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SUPPLEMENTARY 1

23802359.2023.2274619

The complete chloroplast genome of Torenia violacea (Azaola) Pennell 1943 (Linderniaceae)

Status: Verified. 17-taxon rerun; NC_031153 added; long branch disappeared.

23802359.2023.2274619 | The complete chloroplast genome of Torenia violacea (Azaola) Pennell 1943 (Linderniaceae)

C: whole-genome MAFFT + trimAl + IQ-TREE | n=17 | rooted at MH559327, MH283714

Paper tree: TMDN_A_2274619_F0003_C.jpg

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=17 | rooted at MH559327, MH283714 B: single-copy orthologs + IQ-TREE TESTMERGE | n=17 | rooted at MH559327, MH283714

e L

Tip abels: organisi [accession]. Paper panel is the published tree image; C/AS are reproduce from the aucited dataset and rerooted on the paper's stated outgroup(s). Branch lengths are as output by each method. Red = curated long branch taxonfclade [or automatic outier where uncurated).
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SUPPLEMENTARY 1

23802359.2023.2274619 - strict-clock branch-length diagnostic

23802359.2023.2274619 — strict-clock diagnostic {(no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 7 4 4
A FreeRate 3 4 1
B ortho 4 4 1

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2023.2275827

The complete plastome of Campsis radicans (L.) Bureau 1864 and its phylogenetic analysis

Status: Verified. Three long branches disappeared.

ip abels: orgarism [accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the papars stated outaroups). Branch ey
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23802359.2023.2275827 | The complete plastome of Campsis radicans (L.) Bureau 1864 and its phylogenetic analysis

Paper tree: TMDN_A_2275827_F0003_B.jpg

C: whole-genome MAFFT + trimAl + IQ-TREE | n=20 | rooted at MT107634

107634
& o Colopa bignoniocos MW148800
o6 Cotolpn bungorMTG10858
Cotapa ovota MWAS3367
w00 Gotapa bunger MW148815
o Cataoa bungoi 628867
1% Cotapa forgesi . ducouxi MT783420
10 n T Cotopa forgsi. duckoui OL62686
fio
A U%— Catapa ovata MW148807
(i
{ Chiopsis noaris MW148797
[0
10
100 ampsis randiora ONAS3817
91— Compsis granciflora MW430049
‘Campsis randiora OM279607
Catalpa bignonioides MW148800
B Gatalpa speciosa MW148804
Catapa bungel MT6108%8
Catalpa ovata MW433367
| Catopa bungoi MW 148815
Catapa bungei OL628867
Catopa fargosi. duclousi MTT83420
Catapa fargosi. ducioui OL628868
| Cotapa ovata MT0s3116
Catapa ovata MW148807
Catapa purpurca MW148798
Chilopss inoaris MW148796
Chilopsis linearis MW148797
Tocomaria capensis MG831830

[ Campsis radicans 0Q184s4

Campsis grandiffora ON453817
Campsis grandifiora MW430049

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=20 | rooted at MT107634

B: single-copy orthologs + IQ-TREE TESTMERGE | n=20 | rooted at MT107634

I

each method. Red = anch taxoniclade (or automatic outier where uncurated)
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23802359.2023.2275827 - strict-clock branch-length diagnostic

23802359.2023.2275827 — strict-clock diagnostic (no sampling dates; outgroups excluded)

C ‘ @ GE31880 s 'm

A .‘Viéﬁ?i:ﬁmss:-

0M279807

J 3 %w a0
B ‘ ? whole-genome

A LCB/FrecRate
B single-copy
H
T

0.0 0.2 0.4 0.6 0.8 1.0
root-to-tip / tree height

Terminal branch lengths

CA 8 ° o o & e oo ™ .:"rf‘is‘.é%ﬁ-a @0n198454 gciasm  @OMIToRD
A 8 PR ° @ @OMIEEI o nriasas g!LisTon g oR1oEAS 95831
e wiasios 0108454 R
B- o € o o . R
1073 1074 1073 1072 1071

terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 8 5 7
A FreeRate 8 6 7
B ortho 6 3 5

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2023.2281029

The complete chloroplast genome of Hedychium flavum Roxb., an ornamental, edible and medicinal plant

Status: Verified. One long branch disappeared.

ip abels: orgaris [accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the papers stated autroupl). Branch
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23802359.2023.2281029 | The complete chloroplast genome of Hedychium flavum Roxb., an ornamental, edible and medicinal plant

Paper tree: TMDN_A_2281029_F0003_C.jpg
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A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=39 | rooted at NC_028439, NC_035723, NC_058957

each method. Red =

E———

B: single-copy orthologs + IQ-TREE TESTMERGE | n=39 | rooted at NC_028439, NC_035723,

Whole-genome MAFFT + trimAl + IQ-TREE | n=39 | raoted at NC_028439, NC_035723, NC_058957

=

4@

, NC_058957

taxan/clade {or automatic outlier where uncurated),
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SUPPLEMENTARY 1

23802359.2023.2281029 - strict-clock branch-length diagnostic

23802359.2023.2281029 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 14 5 11

A FreeRate 3 3 3

B ortho 15 8 11

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2023.2282225

The complete plastome sequence of Heuchera micrantha Douglas ex Lindl. (Saxifragaceae), an ornamental plant

Status: Verified (tree). Tree reproduced; local-clock issue, not a long-branch case.

23802359.2023.2282225 | The complete plastome sequence of Heuchera micrantha Douglas ex Lindl. (Saxifragaceae), an ornamental plant

Paper tree: TMDN_A_2282225_F0003_C.jpg C: whole-genome MAFFT + trimAl + IQ-TREE | n=35 | rooted at MH191391, MN496076, MT081309
— Subclade I
Subclade Il

Subclade |

Saxifragoids

I Outgroup

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=35 | rooted at MH191391, MN496076, MT081309 B: single-copy orthologs + IQ-TREE TESTMERGE | n=35 | rooted at MH191391, MN496076, MT081309

ip abels: orgarism [accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the papars stated outaroups). Branch ey each method. Red = anch taxoniclade (or autometic outier where uncurated),
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SUPPLEMENTARY 1

23802359.2023.2282225 - strict-clock branch-length diagnostic

23802359.2023.2282225 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 9 9 9

A FreeRate 0 12 11

B ortho 13 14 15

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2023.2288889

The complete chloroplast genome assembly of Amorphophallus krausei Engler, Pflanzenr 1911 (Araceae) from southwestern China

Status: Verified (root fixed). Rooted at MN419335 + MN046889; NC_050648 highlighted; long branch reproduced and disappeared.

23802359.2023.2288889 | The complete chloroplast genome assembly of Amorphophallus krausei Engler, Pflanzenr 1911 (Araceae) from southwestern China
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Paper tree: TMDN_A_2288889_F0003_C.jpg

NC_072945.1
NC_056329.1 Amorphophallus titanum
NC_046702.1 Amorphophallus konjac
NC_067990.1 Amorphophallus albus
OR400248 Amorphophallus krausei

NC_068801.1 Caladium lindenii
100 o
ME MN046894.1 Syngonium angustatum Caladieae
NC_051873.1 i

MN046882.1 Alocasia navicularis

Thomsonieae

e NC_060475.1 Leucocasia gigantea
NC_051952.1 Steudnera colocasiifolia
NC_072165.1 Arisaema prazeri
ON462056.1 Pinellia ternata
100 NC_050648.1 giganteum
MT872311.1 Typhonium blumei
NC_048522.1 Pistia stratiotes

. MN419335.1 Spirodela polyrhiza

MN046889.1

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=19 | rooted at MN419335, MN046839

C: whole-genome MAFFT + trimAl + IQ-TREE | n=19 | raoted at MN419335, MN046889

B: single-copy orthologs + IQ-TREE TESTMERGE | n=19 | rooted at MN419335, MN046889

Tip abels: organisi [accession]. Paper panel is the published tree image; C/AS are reproduce from the aucited dataset and rerooted on the paper's stated outgroup(s). Branch lengths are as output by each method. Red = curated long branch taxonfclade [or automatic outier where uncurated).
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23802359.2023.2288889 - strict-clock branch-length diagnostic

23802359.2023.2288889 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 2 3 0
A FreeRate 1 2 0
B ortho 2 2 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2023.2290844

The complete chloroplast genome of Ziziphus mairei Dode 1908 (Rhamnaceae), an endangered perennial plant in Yunnan, China

Status: Verified (root fixed). Rooted at MN389561 + NC_056347; NC_066653 highlighted; long branch reproduced and disappeared.

23802359.2023.2290844 | The complete chloroplast genome of Ziziphus mairei Dode 1908 (Rhamnaceae), an endangered perennial plant in Yunnan, China

Paper tree: TMDN_A_2290844_F0003_C jpg C: Whole-genome MAFFT + trimAl + IQ-TREE | n=26 | rooted at MN389561, NC_056347
Bochenia berchemifolaMGT9656 | Berchemia
o] | Berchemiel witsona MHO38366 Berchenicla

U — [

Berchemia
066653

Rhamns

Rhamnus catharica OP374104

Ventilgo leiocarpa MTT4496 -
eniitago

Ventlago harmandianaMZ325585

] ZEPHS i vt spinesa KX266830 ikammmsctne
Zphis jujuba MW147671

- Ziziphus hajarensis MZ475300
100190 L Ziciphus mairei OP480228

i

Hovnia s

Jr— Hovete

Hoveni cerba MNTO29

osis60 | Berchemia
e | Vs bl MN3S9561 .
Vidis (outgroup)
s yumanenss NC_056347
A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=26 | rooted at MN389561, NC_056347 B: single-copy orthologs + IQ-TREE TESTMERGE | n=26 | rooted at MN389561, NC_056347
Tip labels: organism [accession]. Paper panel is the published tree image; C/A/B are reproduced from the audited dataset and rerooted on the paper's stated outgroupis). Branch len it each method. Red = taxoniclade (or automatic outlier where uncurated).
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23802359.2023.2290844 - strict-clock branch-length diagnostic

23802359.2023.2290844 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 6 8 4
A FreeRate 5 10 8
B ortho 4 10 8

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2023.2294896

Characterization of the complete chloroplast genome assembly of Amorphophallus yunnanensis Engler, Pflanzenr (Araceae) from southwestern China

Status: Verified (root fixed). Rooted at MN419335; NC_050648 highlighted; long branch reproduced and disappeared.

23802359.2023.2294896 | Characterization of the complete chioroplast genome assembly of Amorphophallus yunnanensis Engler, Pflanzenr (Araceae) from southwestern China

C: whole-genome MAFFT + trimAl + IQ-TREE | n=19 | rooted at MN419335

Paper tree: TMDN_A_2294896_F0003_Cipg
‘ORAD0287 Amorphophallus yunnanensis

NC_072945.1 Amorphophallus cosetaneus
NC_056329.1 Amorphophallus thanum

‘OR400248 Amorphophalus krausel

w01 NC_048T021 Amorphophatu kojec

NC_050648.1

MNa19335.1

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=19 | rooted at MN419335 B: single-copy orthologs + IQ-TREE TESTMERGE | n=19 | rooted at MN419335

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len tput by each method. Red = anch taxoniclade (or automatic outier where uncurated)
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23802359.2023.2294896 - strict-clock branch-length diagnostic

23802359.2023.2294896 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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method RTT outliers terminal outliers flagged clades
C naive 2 3 0
A FreeRate 1 4 3
B ortho 1 4 1

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2023.2301012

The complete chloroplast genome of Orthosiphon aristatus (Blume) Mig. (Lamiaceae)

Status: Verified. OR387684 SSC reversal confirmed by SSC-flip control; long branch reproduced and disappeared.

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len
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Paper tree: TMDN_A_2301012_F0003_B.jpg

23802359.2023.2301012 | The complete chloroplast genome of Orthosiphon aristatus (Blume) Miq. (Lamiaceae)

100 1 Ocimum tenuiflorum MN687904
Ocimum basilicum KY623639

100

A O
Isodon japonicus MW691144
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Marmoritis complanata OP186462
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Clerodendrum japonicum MW222242
100 Clerodendrum cyrtophyllum MZ958825
100 - Clerodendrum colebrookianum ON149875

aristatus OR387684

002

Ci

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=15 | rooted at MN812496

MN812496

each method. Red =

C: whole-genome MAFFT + trimAl + IQ-TREE | n=15 | rooted at MN812496

B: single-copy orthologs + IQ-TREE TESTMERGE | n=15 | rooted at MN§12496

taxonfclade (or automatic outier where uncurated).
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23802359.2023.2301012 - strict-clock branch-length diagnostic

23802359.2023.2301012 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 1 2 0
A FreeRate 2 1 0
B ortho 2 1 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2024.2306203

Characterization and phylogenetic analysis of the chloroplast genome of Duhaldea cappa (Buch.-Ham. ex D.Don) Pruski & Anderb. (Asteraceae)

Status: Verified. Corrected 23-taxon set; C-specific 13-tip clade highlighted; long branch absent from A/B.

23802359.2024.2306203 | Characterization and phylogenetic analysis of the chloroplast genome of Duhaldea cappa (Buch.-Ham. ex D.Don) Pruski &amp; Anderb. (Asteraceae)

Supplementary Material 1 - 2026-10-31

C: whole-genome MAFFT + trimAl + IQ-TREE | n=23 | rooted at GU456628,

Paper tree: TMDN_A_2306203_F0003_B.ipg
Baccharis genistelloides KX 063864

Actecaster matudae KX063935 Astereae
2 Conyza bonariensis KX79249
Soliva sessilis KX063863

Chrysanthemuun indicum IN867589 [ Anthemideae

“Anaphalis sinica KX148081 i
% oo lioeps K NID67636 | Graphalicae
Dendroserceio keniodendron KY434193 | o
" Jacobaea vulgaris HQ234669 [senecioneae
Galinsoga quadriradiata KX752097
Mikania micrantha KX154571
Helianthus tuberosus MG696658
Pluchea indica MG452144
" Duhaldea cappa NC068630 ® | Tngless
Lactuca sativa AP007232
Taraxacum officinale KU361241
Sonchus oleraceus MG878405
Saussurea tanguensis MN473457 | Gymnarrheneae
Centaurea diffisa K1690264
oo L Saussurea polylepis MF695711 ’C‘"’"“‘
Pertya phylicoides MN935435 | Pertyeae

Kalopanax septemlobus NC022814
e
e Anthriscus cerefolium GU456628 Outgroup

Heliantheae

Cichorieae

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=23 | rooted at GU456628, NC_022814

each method. Red =

NC_022814

B: single-copy orthologs + IQ-TREE TESTMERGE | n=23 | rooted at GU456628, NC_022814

taxonfclade (or automatic outier where uncurated).

ip abels: orgarism [accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the papars stated outaroups). Branch ey
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23802359.2024.2306203 - strict-clock branch-length diagnostic

23802359.2024.2306203 — strict-clock diagnostic (no sampling dates; outgroups excluded)

SUPPLEMENTARY 1
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 9 4
A FreeRate 1 0
B ortho 1 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2024.2306207

Characterization and phylogenetic analysis of the complete chloroplast genome of Asterothamnus centraliasiaticus Novopokr. (Asteraceae: Asterothamnus )

Status: Verified. C-specific 6-tip clade highlighted; MZ474495 is present outside that clade.

23802359.2024.2306207 | Characterization and phylogenetic analysis of the complete chloroplast genome of Asterothamnus centraliasiaticus Novopokr. (Asteraceae: Asterothamnus )

C: whole-genome MAFFT + trimAl + IQ-TREE | n=15 | rooted at MZ905469, NC_003119

Paper tree: TMDN_A_2306207_F0003_C.jpg
NC_063953.1 Aster albescens

NC_063954.1 Aster argyropholis
NC_063453.1 Aster polius

NC_069917.1

NC_069914.1 Aster procerus

NC_069915.1 Aster pycnophyllus Aster

(ONOS5287.1 Aster fanjingshanicus —
—t 9929 4@ MNS39621.1 Aster spathulifolius

NC_040126.1 Aster indicus e
MZ292735.1 i

0P909739 icus |
MZ474495.1 Aster lavandulifolius

[ NC_OS8S74.1 Aster sampsonii
— oo~
T NC_079626.1 Aster poliothamnus

NC_003119.8 Medicago truncatula
e " Aster
L M2905469.1 Medicago arabica

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=15 | rooted at MZ905469, NC_003119 B: single-copy orthologs + IQ-TREE TESTMERGE | n=15 | rooted at MZ905469, NC_003119

Tip abels: organisi [accession]. Paper panel is the published tree image; C/AS are reproduce from the aucited dataset and rerooted on the paper's stated outgroup(s). Branch lengths are as output by each method. Red = curated long branch taxonfclade [or automatic outier where uncurated).
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SUPPLEMENTARY 1

23802359.2024.2306207 - strict-clock branch-length diagnostic

23802359.2024.2306207 — strict-clock diagnostic {(no sampling dates; outgroups excluded)
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(+] l? single-copy
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root-to-tip / tree height
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 3 3 5
A FreeRate 2 2 2
B ortho 2 2 2

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2024.2309262

The complete chloroplast genome of Sinosenecio globigerus (C. C. Chang) B. Nordenstam (Asteraceae)

Status: Verified. 29 taxa; 11-taxon clade MT876597-LC735683 highlighted; long branch recovered.

23802359.2024.2309262 | The complete chloroplast genome of Sinosenecio globigerus (C. C. Chang) B. Nordenstam (Asteraceae)

Paper tree: TMDN_A_2309262_F0004_C.jpg C: whole-genome MAFFT + trimAl + IQ-TREE | n=29 | raoted at MW633069, KX063863

MK7S6016
P
oo
B tibe Senecioneae M tribe Anthemideae (outgroup)
A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=29 | rooted at MW633069, KX063863 B: single-copy orthologs + IQ-TREE TESTMERGE | n=29 | rooted at MW633069, KX063863
Tpabels:argarism[accssionl. Paper pael s the publshed e image; AT ae eproduce o the auded datast and eroted o th paper'ssated utgroups.Branch exch method. e = anch taxoniiade (o automatic utierwhere unurate
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23802359.2024.2309262 - strict-clock branch-length diagnostic

23802359.2024.2309262 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 11 6 14
A FreeRate 2 5 1
B ortho 7 5 4

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2024.2324928

The complete chloroplast genome and phylogenetic analysis of Bauhinia glauca subsp . hupehana (Craib) T. C. Chen 1988

Status: Verified. Only MF135600 and OR750454 highlighted; long branch recovered; A-B nearly identical.

Supplementary Material 1 - 2026-10-31

23802359.2024.2324928 | The complete chloroplast genome and phylogenetic analysis of Bauhinia glauca subsp . hupehana (Craib) T. C. Chen 1988

C: whole-genome MAFFT + trimAl + IQ-TREE | n=20 | rooted at MN709816

Paer tree: THDN_A 2324928_F0003_8.pg
100y Lysiphyllum hookeri MF135601

Bauhinia binata MF135597
Cheniella didyma MZ230991
Cheniella touranensis ON652840
Barklya syringifolia MF135594
Schnella trichosepala MF135599
Tylosema KX792933
ﬁ' Vi

MF135600

Tylosema

Pilic ii MF135598
Bauhinia brachycarpa MF135595
Bauhinia variegata var. variegata MT176420
Bauhinia purpurea MW 899157
Baubhinia blakeana MN413506

Bauhinia racemosa ON456405
@ Bauhinia glauca subsp. hupehana OR750454

100

Griffonia sir ia MF135596
Adenolobus garipensis KY806280 e e
Cercis glabra KY806281
100L Cercis canadensis KF856619 —
Cadellia lis MN709816
T —

B: single-copy orthologs + IQ-TREE TESTMERGE | n=20 | rooted at MN709816

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=20 | rooted at MN709816

Tip abels: organisi [accession]. Paper panel is the published tree image; C/AS are reproduce from the aucited dataset and rerooted on the paper's stated outgroup(s). Branch lengths are as output by each method. Red = curated long branch taxonfclade [or automatic outier where uncurated).
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23802359.2024.2324928 - strict-clock branch-length diagnostic

23802359.2024.2324928 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 7 5 3
A FreeRate 2 5 2
B ortho 2 5 2

A terminal branches are estimated under RAXML-NG T92+F+FreeRate.
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RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2024.2347508

The complete plastome and phylogenetic analysis of Commelina benghalensis L.1753 (Commelinaceae)

Status: Verified. 4-taxon clade MK133225/0P758350/MW617981/MT527961 highlighted; long branch recovered.

23802359.2024.2347508 | The complete plastome and pl ic analysis of C L.1753 (C

C: whole-genome MAFFT + trimAl + IQ-TREE | n=32 | rooted at AJ879453, MN536753

Paper tree: TMDN_A_2347508_F0003_B.jpg

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=32 | rooted at AJ879453, MN536753 B: single-copy orthologs + IQ-TREE TESTMERGE | n=32 | rooted at AJ879453, MN536753

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len tput by each method. Red = anch taxoniclade (or autometic outier where uncurated),
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23802359.2024.2347508 - strict-clock branch-length diagnostic

23802359.2024.2347508 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 5 3 3
A FreeRate 1 2 0
B ortho 1 3 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2024.2378966

Complete chloroplast genome and phylogenetic analysis of Amorphophallus paeoniifolius (Araceae)

Status: Verified. OR995732 plus OM937109-MN626718 clade highlighted; long branch recovered.

Supplementary Material 1 - 2026-10-31

23802359.2024.2378966 | Complete chloroplast genome and

Paper tree: TMDN_A_2378966_F0003_C.jpg
Amorphophallus konjac OR43S67S

o0
dmorphophals konjac MK611803

_Eﬁm,mmu,u alus OPS3191

o Amorphophallus krausel OR416863
70— Amorphophailus ttanum MNO46883

[ o cocncs 0UDI47
Amorphophallus yummanensis ORANO24T
ot b oy
|
,b Caladsum humboldil ONT07032
Smgonium angustonm MNO4654
risacma franchetanum MNO4GSSS
w

.
CI—
w e
= Pieli pedrisecta MNO46590
frud
&7 L Pinellia ternata MT193722
_‘m Typhonium blumei MTSTI3 1L

-
2 Souromatum giganeun MN626718
| = Alocasia navicularis MNO46882
Pistia siratores MNSSS$90

Calla palustris MNO468§7

Monrichardia arborescens MNO46889
Anubias heterophylla MNOGSS

Monstera adansonii MNO46S85
Stenospermation multiovidarum MNO46893

Anthurium andracanum OP938256

Styrax obassis MZ28ST3

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=27 | rooted at MZ285733

- Amorphophallus paconilfolius OR99ST32

ic analysis of Amor i (Araceae)

C: whole-genome MAFFT + trimAl + IQ-TREE | n=27 | rooted at MZ285733

B: single-copy orthologs + IQ-TREE TESTMERGE | n=27 | rooted at MZ285733

ip abels: orgarism [accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the papars stated outaroups). Branch ey tput by each method. Red =

taxonfclade (or automatic outier where uncurated).
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23802359.2024.2378966 - strict-clock branch-length diagnostic

23802359.2024.2378966 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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A FreeRate 1 5 2
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A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2024.2383680

Characterization and phylogenetic analysis of the complete chloroplast genome of Carpesium lipskyi (Asteraceae, Inuleae)

Status: Verified. 12-taxon clade KX063864-HQ234669 highlighted; long branch recovered.

23802359.2024.2383680 | Characterization and phylogenetic analysis of the complete chloroplast genome of Carpesium lipskyi (Asteraceae, Inuleae)

C: whole-genome MAFFT + trimAl + IQ-TREE | n=27 | rooted at GU456628, NC_022814

Paper tree: TMDN_A_2383680_F0003_C.pg

(KX063864)
(KX063935) Astereac
(KX792499)
(KX063863) | Cardueaeeae
(INS67589)
(KX148081)
(KM267636) Gnaphalicac
(KX752097)
(KX154571) Millerieae
(MG696658)
oo, | s
(1HQ234669) Asteroideae
Inula linariifolia (MN954653) Inuleac
| Inda japonica 527)
[ Bumea balsamiers  (MW769705)
o Bumea aomatca (ON470223)
Duhaldea cappa (OM457000)
- Tormacum offcinsle (KU361241) Cichoricae Cichorioideac
[ " Lactea satva (APOOT2I2)
Centaurea difusa  (Ki90264) | Carducae Carduoideae
: Anthriscus cerefolum (GU436628)
= Kalopanax seplemiobus (NCo22814) OutGroup

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=27 | rooted at GU456628, NC_022814 B: single-copy orthologs + IQ-TREE TESTMERGE | n=27 | rooted at GU456628, NC_022814

ip abels: orgarism [accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the papars stated outaroups). Branch ey

each method. Red = anch taxoniclade (or automatic outier where uncurated)
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23802359.2024.2383680 - strict-clock branch-length diagnostic

23802359.2024.2383680 — strict-clock diagnostic {no sampling dates; outgroups excluded)
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 1 1 0
A FreeRate 2 1 0
B ortho 6 1 3

A terminal branches are estimated under RAXML-NG T92+F+FreeRate.
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RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2024.2412239

The complete sequence of chloroplast genome of Baeckea frutescens Linaeus 1753 (Myrtoideae), a traditional folk medicinal plant

Status: Verified (shortened). 25 Myrtales cp genomes + 2 outgroups; Oenothera 4-tip clade highlighted; long branch reproduced and shortened.

23802359.2024.2412239 | The complete sequence of chloroplast genome of Baeckea frutescens Linaeus 1753 (Myrtoideae), a traditional folk medicinal plant

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len

Supplementary Material 1 - 2026-10-31

Paper tree: TMDN_A_2412239_F0003_C.ipg

Outgroup

Oganaceae

Tree scaie: 001

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=26 | rooted at NC_046486, NC_051000

Myrtaceae

each method. Red =

C: whole-genome MAFFT + trimAl + IQ-TREE | n=26 | rooted at NC_046486, NC_051000

B: single-copy orthologs + IQ-TREE TESTMERGE | n=26 | rooted at NC_046486, NC_051000

anch taxoniclade (or automatic outier where uncurated)
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23802359.2024.2412239 - strict-clock branch-length diagnostic

23802359.2024.2412239 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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method RTT outliers terminal outliers flagged clades
C naive 12 7 4
A FreeRate 12 5 4
B ortho 12 7 4

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2024.2420842

Characterization and phylogenetic analysis of the complete chloroplast genome sequence of Phalaenopsis deliciosa (Rchb. f. 1854)

Status: Verified (root fixed). Rooted at MW447164 + NC_036660; MN711649 highlighted; long branch reproduced and disappeared.

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len

Supplementary Material 1 - 2026-10-31

Paper tree: TMDN_A_2420842_F0003_C.jpg

23802359.2024.2420842 | Characterization and phylogenetic analysis of the complete chioroplast genome sequence of Phalaenopsis deliciosa (Rchb. f. 1854)

Section  Subgen  Genus
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0.050

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=13 | rooted at MW447164, NC_036660

Outgroups

each method. Red =

C: whole-genome MAFFT + trimAl + IQ-TREE | n=13 | rooted at MW447164, NC_036660

B: single-copy orthologs + IQ-TREE TESTMERGE | n=13 | rooted at MW447164, NC_036660

taxonfclade (or automatic outier where uncurated).
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23802359.2024.2420842 - strict-clock branch-length diagnostic

23802359.2024.2420842 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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C naive 4 3 1
A FreeRate 4 2 1
B ortho 4 2 1

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2024.2420847

The complete chloroplast genome of Erodium cicutarium (Linnaeus) I' Héritier ex Aiton 1789 (Geraniaceae): genome characterization and phylogenetic consideration

Status: Verified (root/highlight fixed). Rooted at KF240617; KF804069-KJ523886-KJ701602 clade highlighted; long branch reproduced and disappeared.

23802359.2024.2420847 | The complete chloroplast genome of Erodium cicutarium (Linnaeus) I Héritier ex Aiton 1789 (Geraniaceae): genome characterization and phylogenetic consideration

C: whole-genome MAFFT + trimAl + IQ-TREE | n=14 | rooted at KF240617

Paper tree: TMDN_A_2420847_F0003_C.jpg
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Erodium trifolium KF441758
Erodium absinthoides K1523886
1001
loo ,_,I:l:'rmlium gruinum KF804069

Erodium chrysanthum KJ701602

10011
Erodium texanum HM125536
Erodium ifolium KF977221
Pel ium alternans KF240617
A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=14 | rooted at KF240617 B: single-copy orthologs + IQ-TREE TESTMERGE | n=14 | rooted at KF240617

Tip abels: organisi [accession]. Paper panel is the published tree image; C/AS are reproduce from the aucited dataset and rerooted on the paper's stated outgroup(s). Branch lengths are as output by each method. Red = curated long branch taxonfclade [or automatic outier where uncurated).
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23802359.2024.2420847 - strict-clock branch-length diagnostic

23802359.2024.2420847 — strict-clock diagnostic (no sampling dates; outgroups excluded)

CcH Q0 o ° ® o o235 o602
AA °e%® o o ™ ° @m0 i
B 7 e 8 % P © b - ] é whaole-genome
@ A LCBffreeRate
@ B single-copy
T T T T T
0.0 0.2 0.4 0.6 0.8 1.0
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 3 4 2
A FreeRate 3 2 4
B ortho 1 3 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2024.2432370

The first complete chloroplast genome of Cymodocea rotundata Asch. & Schweinf. 1870 (Cymodoceaceae), an Indo-Pacific seagrass

SUPPLEMENTARY 1

Status: Verified (shortened/highlight fixed). Rooted at MK792856; KY399983-MN384260-MN843749-OP611573 clade highlighted; long branch reproduced and shortened.

23802359.2024.2432370 | The first complete chloroplast genome of Cymodocea rotundata Asch. &amp; Schweinf. 1870 (Cymodoceaceae), an Indo-Pacific seagrass

Supplementary Material 1 - 2026-10-31

Paper tree: TMDN_A_2432370_F0003_Cipg

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=29 | rooted at MK792856

1 Ruppia sinensis MN233650.1

1 Echinodorus grisebachii PPO61022.1

MK792856.1
Symplocarpus renifolius KY039276.1
Wolffia globosa MNS81100.1
Zamioculcas zamiifolia MT226775.1
Amorphophallus muelleri OR99S733.1
Xanthosoma sagittfolium MWG628970.1
Zomicarpella amazonica MT161483.1
Phyllospadis iwatensis MZS76842.1

era marina MF37022

nelleri OP6!
Zostera japonica MZST3T7
Ruppia brevipedunculata MNT36637.1 I

Halodule uninervis OR098797.1
Syringodium isoetfolium MZ325253.1
Cymodocea rotundata OQTISIRA
Luronium natans NCOST721.1

Alisma plantago-aquatica MK090659.1
Sagitaria lichuanensis KT$99952.1
Aquarius macmphyllus PPSO3046.1

Otelia alismoides PP212064.1
Hydrocharis dubia OK326868.1
Vallisneria natans OM313223.1
Najas flexilis IX978472.1
Halophila ovalis OP611573.1
Halophila beccarii MN843749.1

+ Thalassia hemprichii KY399983.1

Enhalus acoroides MN384260.1

C: whole-genome MAFFT + trimAl + IQ-TREE | n=29 | rooted at MK792856

Outgroup

Araceae

Zosteraceae

Ruppiaceae

Cymodoceaceae

Alismataceae

Hydrocharitaceae

B: single-copy orthologs + IQ-TREE TESTMERGE | n=29 | rooted at MK792856

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len

each method. Red = anch taxoniclade (or automatic outier where uncurated)
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23802359.2024.2432370 - strict-clock branch-length diagnostic

23802359.2024.2432370 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 2 3 2
A FreeRate 0 3 1
B ortho 0 4 1

A terminal branches are estimated under RAXML-NG T92+F+FreeRate.
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RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.

SUPPLEMENTARY 1
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23802359.2024.2437099

The complete chloroplast genome and phylogenetic analysis of a rare species Schisandra macrocarpa (Schisandraceae)

Status: Verified (highlight clarified). Rooted at MG967470 + 0Q161187 + MN365661; MZ846205 long branch reproduced and eliminated, highlighted in C/A/B.

Tip abels: organisi (accession]. Paper panel is the pubiished tree image; C/AS are reproduced from the aucited dataset and rerooted on the paper's s

Supplementary Material 1 - 2026-10-31

23802359.2024.2437099 | The complete chloroplast genome and phylogenetic analysis of a rare species Schisandra macrocarpa (Schisandraceae)

C: whole-genome MAFFT + trimAl + IQ-TREE | n=21 | rooted at MGE67470, 0Q161187, MN365661

Paper tree: TMDN_A_2437099_F0003_Cipg

1o
100 Nymphaea pubescens Q161187

Cabomba
licium oligandrum EF 380354

licium micranthum MZ315035

| licium hemryi OL879674

| licium dunnianum OLB02929
licium difengpi MWO39601

Hicum anisatum OPO32107

Schisandra ropanda OKS77330
Schisandra sphenanther KX838480

% schisandra chinensis KU362793

‘Schisandra macrocarpa PPT06075 %

Kadsura longipedunculata MH535482

0
. Kadsura inteior MN698966

Kadsura hoterocita MN823698
Kadsura coccinea MT934443
Kadsura ananosma MN823697

oor

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=21 | rooted at MG967470, 0Q161187, MN365661

B: single-copy orthologs + IQ-TREE TESTMERGE | n=21 | rooted at MG967470, 0Q161187, MN365661

tated outgroup(s). Branch fen tput by each method. Red =

taxonfclade (or automatic outier where uncurated).
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23802359.2024.2437099 - strict-clock branch-length diagnostic

23802359.2024.2437099 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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@ B single-copy
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Terminal branch lengths
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 3 3 0
A FreeRate 2 2 0
B ortho 2 2 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2025.2466604

Whole plastome sequence of Hibiscus moscheutos L. 1753 (Malvaceae) and its phylogenetic analysis

Status: Verified (highlight clarified; Clade 1l not discussed). Rooted at MT460410; MZ367751-MZ522720-0L628829 clade highlighted; long branch reproduced and disappeared. Results defines
Clade 11l as these three taxa, but Discussion/Conclusions do not discuss Clade Il or the effect on Clade I/l composition.

23802359.2025.2466604 | Whole plastome sequence of Hibiscus moscheutos L. 1753 (Malvaceae) and its phylogenetic analysis

C: whole-genome MAFFT + trimAl + IQ-TREE | n=12 | rooted at MT460410

Paper tree: TMDN_A_2466604_F0003_B.jpg
Hibiscus rosa-sinensis MK382084.1

-| 100 Clade |
Hibiscus syriacus KM103366.1
— Hibiscus cannabinus MKA04537.1
Hibiscus coccineus OK336487.1
1100/ 100 .
Hibiscus moscheutos ON007127.1
100 Clade Il —
\ibiscus moscheutos OR979444.1
Hibiscus mutabilis MK820657.1 — )
100 100
Hibiscus taiwanensis MK937807.1
Hibiscus sinosyriacus MZ367751.1 |
100! " 5
I'E Hibiscus sabdariffa M2522720.1 | &
100 =
Hibiscus trionum OL628829.1 = | _.
Melia azedarach MT460410.1 {

A: SibeliaZ LCB + RAXMLNG T92+FreeRate | n=12 | rooted at MT460410 B: single-copy orthologs + IQ-TREE TESTMERGE | n=12 | rooted at MT460410

ip abels: orgaris (accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the paper's stated outgroupls). Branch lengths are as output by each method. Red = curated long branch taxonfclade (or automatic outlier where uncurated).
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23802359.2025.2466604 - strict-clock branch-length diagnostic

23802359.2025.2466604 — strict-clock diagnostic {(no sampling dates; outgroups excluded)
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 4 1 2
A FreeRate 3 4 3
B ortho 3 4 3

A terminal branches are estimated under RAXML-NG T92+F+FreeRate.
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RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2025.2505249

Genomic characterization and phylogenetic analysis of chloroplast genome of Eurya nitida ( Eurya Thunberg)

SUPPLEMENTARY 1

Status: Verified (highlight narrowed). Rooted at NC_035641; only MG770883 highlighted; long branch reproduced and recovered. C/A/B all have 24 taxa; B is a name-based fallback (24 taxa, 81

genes).

23802359.2025.2505249 | Genomic characterization and phylogenetic analysis of chloroplast genome of Eurya nitida ( Eurya Thunberg)

C: whole-genome MAFFT + trimAl + IQ-TREE | n=24 | rooted at NC_035641

Paper tree: THDN A 2505249 F0003_Cog
o1
w0126
aim o MWRO1147
st
/100 Eurya nitida PQ68567:
iy,
1 Eurys Thunberg.
i prm—
]
niom L.
ias s
o 154
G083
i ;
1100 Cleyer pachyplylle MWOIOLL | iy habrs.
e WE ‘Adinndes il MFI79492
1007100 Adinandea angustifolia MF179491
i saim, Adinandra bockiana MW699853 Adinandra Jack
L wiw | ki
— | L Adiaoin g
\ o |y
A SihellaZ LCB + RAXMILNG To2-+FreeRate | n=24 | rooted at NC_035641 B: name-based single-copy (fallback) | n=24 | rooted at NC_035641

ip abels: orgaris (accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the paper's stated outgroupls). Branch lengths are as output by each method. Red = curated long branch taxonfclade (or automatic outlier where uncurated).
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23802359.2025.2505249 - strict-clock branch-length diagnostic

23802359.2025.2505249 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 8 5 5
A FreeRate 8 4 6
B ortho 1 2 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2024.2438290

The complete chloroplast genome of Solanum melongena ‘Yungie 9’

Status: Verified (B name-based fallback; self-contradictory M&M;). Rooted at KR078313; OP688482 highlighted; long branch reproduced and disappeared. B is a name-based fallback (20 taxa);
OrthoFinder unavailable. M&M; says CDS + MEGA K2P, Results says 21 whole plastomes aligned with MAFFT, and the caption says 21 complete plastomes; the exact Figure 3 matrix is not

specified.

23802359.2024.2438290 | The complete chloroplast genome of Solanum melongena *Yungie 9’

C: whole-genome MAFFT + trimAl + IQ-TREE | n=20 | rooted at KRO78313

Paper tree: TMDN_A_2438290_F0003_B.jpg

97| Solanum cheesmaniae (KP117020.1)
lanum galapagense (KP117022.1)
Solanum lycopersicum (AM087200.3)
Solanum peruvianum (KP117026.1)
Solanum tuberosum (NC 008096.2)

Solanum melongena (NC 030207.1)
o 9o Solanum melongena ‘Yungie 9'(OP688482)
Solanum insanum (MH283711.1)
f Lycium chinense (NC 042204.1)
s niger (KF248009.1)
-Atropanthe sinensis (NC 044471.1)
Vassobia dichotoma (KP294521.1
Dunalia wlmm((NC 027099.;) R
lochroma nitidum (KP294386.1) B Simnsieemprenen
89 Dunalia (KP308151.1)
Saracha punctata (NC 026694.1) ol melonpens s NNT MIZI8082.1)
Capsic 3.1 Solanum melongena *\ wngie 9" (OP6S3482)
oo 001

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=20 | rooted at KR078313 B: name-based single-copy (fallback) | n=20 | rooted at KR078313

Tip abels: orgarism
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23802359.2024.2438290 - strict-clock branch-length diagnostic

23802359.2024.2438290 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 5 5 3
A FreeRate 8 3 6
B ortho 6 3 3

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2025.2559713

The complete chloroplast genome of Hiptage benghalensis (L.) Kurz and its phylogenetic analysis in malpighiaceae

SUPPLEMENTARY 1

Status: Verified (B name-based fallback). PP792610 highlighted; long branch reproduced and disappeared. PP792610 had 0 CDS; tblastn recovered 47 CDS; Bname=19 taxa/79 genes.

Supplementary Material 1 - 2026-10-31

Paper tree: TMDN_A_2559713_F0003_Cipg
Aspidopterys

concavapaiizsds
"M Aspdoptrys cavaleie Patizsed
O picopterys abcordata NC_049898

23802359.2025.2559713 | The complete chloroplast genome of Hiptage benghalensis (L.) Kurz and its

C: whole-genome MAFFT + trimAl + IQTREE | n=19.

Erythroxylum novogranatense NC_030601

Rhizophora apiculata WT129631

Euphorbia royleana NC_073015
ﬁm
g3 Ricinus communis MTS55030
Phyllanthus hirsutus NC_086712

Linum pallescens NC_067592

-
|

Oxalis corniculata NC_051971
g d

Outgroup
9L oxais triangutaris PQT73890

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=19

Terniopsis sessilis NC_082922

- 083133

Tip abels: organisi [accession]. Paper panel is the published tree image; C/AS are reproduce from the aucited dataset and rerooted on the paper's stated outgroup(s). Branch lengths are as output by each method. Red = curated long branch taxonfclade [or automatic outier where uncurated).

B: name-based single-copy (fallback) | n=19
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23802359.2025.2559713 - strict-clock branch-length diagnostic

23802359.2025.2559713 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 5 3 4
A FreeRate 4 1 2
B ortho 6 1 3

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2025.2528566

The complete plastome sequence of Polylepis rugulosa Bitter 1911 (Rosaceae), an endangered tree species native of the Andean cordillera of South America

Status: Verified. ON556622 highlighted; long branch reproduced and disappeared.

Supplementary Material 1 - 2026-10-31

23802359.2025.2528566 | The complete plastome sequence of Polylepis rugulosa Bitter 1911 (Rosaceae), an endangered tree species native of the Andean cordillera of South America

Paper tree: TMDN_A 2528566_F0003_C.pg
Potentilla lineata NC_058280
Sibbaldianthe adpressa NC_050935
Potentilla mongolica NC_046739
[“Potentilla glabra NC_056926

% Fragaria iturupensis MW537847

! CFragaria viridis MH938454

2 ragaria nipponica KY769125

Fragaria pentaphylla NC_034347

Hagenia abyssinica KX008604
Agrimonia nipponica MW659451

1%Agrimonia pilosa MZ636523

" Agrimonia coreana MW659450

Polylepis rugulosa 0Q834952

‘Sanguisorba tenuifolia var alba NC_044692

Sanguisorba stipulata NC_056805
Bencomia exstipulata NC_039924

50UIGIOSIBUDS. 0UUOWIDY

Geum japonicum 0Q581822
‘Geum aleppicum OK509085
": Coluria longifolia OP161499
Geum macrophyllum NC_053765
Geum rupestre MG262388
Geum urbanum ONS56622

20314nj0)

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=25

e — T
S

Rosaceae

—E Barchemiella wilsonii NC_043912 Rhamnaceae
Spyridium villosum NC_064100

C: whole-genome MAFFT + trimAl + IQ-TREE | n=25

B: single-copy orthologs + IQ-TREE TESTMERGE | n=25

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len

each method. Red =

taxonfclade (or automatic outier where uncurated).
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23802359.2025.2528566 - strict-clock branch-length diagnostic

23802359.2025.2528566 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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method RTT outliers terminal outliers flagged clades
C naive 2 8 1
A FreeRate 1 7 0
B ortho 1 7 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2025.2530712

The first complete chloroplast genome sequence of Sterculia foetida Linnaeus (Malvaceae) and a comparative phylogenetic analysis

SUPPLEMENTARY 1

Status: Verified (root fixed). Rooted at MH751592 + MN533976; MZ901907 highlighted; long branch reproduced and disappeared; B is a name-based fallback (21 taxa, 84 genes).

23802359.2025.2530712 | The first complete chloroplast genome sequence of Sterculia foetida Linnaeus (Malvaceae) and a comparative phylogenetic analysis

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len

Supplementary Material 1 - 2026-10-31

Paper tree: TMDN_A_2530712_F0003_C.jpg
Firmiana hainanensis ON986332

Firmiana calcarea ON986331
T Fimmiana calcarea NC 061661
7001 Firmiana simplex NC 041438
0 L Firmiana danxiaensis MN720649
T

NC 037242
Sterculia brevissima ON881824

01 Sterculia nobilis ON881469
Sterculia euosma ON881466
Sterculia lanceifolia MW801258

Sterculia micrantha MZ901907
Sterculia villosa ON881707
Sterculia foetida PP417914
100 Stercuiia pexa ON881756
Heritiera angustata NC 037784
Heritiera fomes OM022247
Heritiera littoralis NC 043923

- Heriiera javanica NC 057264
Bixa orellana MH751592
Vatica odorata MN533976

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=21 | rooted at MH751592, MN533976

Fi NC 083141
Fi

Firmiana
Malvaceae
Sterculia
Heritiera
| Bixa
| Vatica | OW&roUP

each method. Red =

C: whole-genome MAFFT + trimAl + IQ-TREE | n=21 | rooted at MH751502, MN533976

B: name-based single-copy (fallback) | n=21 | rooted at MH751592, MN533976

taxonfclade (or automatic outier where uncurated).
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23802359.2025.2530712 - strict-clock branch-length diagnostic

23802359.2025.2530712 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 4 7 4
A FreeRate 4 6 3
B ortho 2 4 2

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2025.2544681

The complete chloroplast genome of Cynometra cebuensis F. Seid. (Fabaceae), a critically endangered endemic plant from Cebu, Philippines

Status: Verified (root fixed). Rooted at NC_086943 + NC_072134; ON456405 + NC_045297 highlighted; long branch reproduced and disappeared; B is a name-based fallback (24 taxa, 78 genes).

23802359.2025.2544681 | The complete chioroplast genome of Cynometra F. Seid. (F a critically endemic plant from Cebu, Philippines

C: whole-genome MAFFT + trimAl + IQ-TREE | n=24 | rooted at NC_086943, NC_072134.

Paper tree: TMDN_A_2544681_F0003_C.jpg

=] »
T fre—
o [ L Sennaclta (NC 065665.1)
e Mimosapudica (MH6713301)
10— Zena nsgnis (NC 045299.1)
" Diakum schiechteri (NC 047326.0)

Schora brachypetaia (NC 045298.1)
9 — Bauhinia rachycarpa (MF135595.1)

= Bautinia pupurea (NC061218.1)

Cercis chuniana (WF741770.3)
Cercis canadensis (NC 026396.1)
100 Cecis chinensis (MZ128523:1)

086943.3)
L ropsstssboposiatcorasany
002
A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=24 | rooted at NC_086943, NC_072134 B: name-based single-copy (fallback) | n=24 | rooted at NC_086943, NC_072134

Tip abels: organisi [accession]. Paper panel is the published tree image; CIA/8 the rerooted on the paper- ). Branch each method. Red = anch taxoniclade (or automatic outier where uncurated)
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23802359.2025.2544681 - strict-clock branch-length diagnostic

23802359.2025.2544681 — strict-clock diagnostic {(no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 5 7 3
A FreeRate 7 5 9
B ortho 5 4 4

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2025.2548850

The complete chloroplast genome of Dombeya wallichii (Malvaceae)

Status: Verified. Gossypium-Corchoropsis clade highlighted; long branch reproduced and disappeared; B is a name-based fallback (48 taxa, 84 genes).

23802359.2025.2548850 | The complete chloroplast genome of Dombeya wallichii (Malvaceae)

C: whole-genome MAFFT + trimAl + IQTREE | n=48

Paper tree: TMDN_A_2548850_F0003_C.ipg

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=48 B: name-based single-copy (fallback) | n=48

Tip abels:

Paper panel is the pubiished tree image; CIA8 the rerooted on the paper- ). Branch each method. Red = anch taxo
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SUPPLEMENTARY 1

23802359.2025.2548850 - strict-clock branch-length diagnostic

23802359.2025.2548850 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 18 12 17
A FreeRate 15 11 16
B ortho 13 11 14

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2026.2635835

Phylogenomic insights from the complete chloroplast genome of Berchemiella wilsonii var. pubipetiolata H. Qian (Rhamnaceae) from Zhejiang

Status: Verified (root fixed). Rooted at NC_028066 + ON584766 + MT512454; LC635131 highlighted; long branch reproduced and disappeared.

23802359.2026.2635835 | Phylogenomic insights from the complete chloroplast genome of Berchemiella wilsonii var. pubipetiolata H. Qian (Rhamnaceae) from Zhejiang

C: whole-genome MAFFT + trimAl + IQ-TREE | n=21 | rooted at NC_028066, ONS84766, MT512454

Paper tree: TMDN_A_2635835_F0003_C.jpg

_ | BBerchemietia 1 Berbemiolls wilkoi i, pubiecilia X296
g | MBerchemia
&S| Sagerctia s

Rhamms -
= | [Paliarus
2| Ziziphus g
© | Hovenia

Outgroup taxa

0.03

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | =21 | rooted at NC_028066, ON584766, MT512454 B: single-copy orthologs + IQ-TREE TESTMERGE | n=21 | rooted at NC_028066, ON584766, MT512454

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len tput by each method. Red = anch taxoniclade (or autometic outier where uncurated),
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23802359.2026.2635835 - strict-clock branch-length diagnostic

23802359.2026.2635835 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 4 2 1
A FreeRate 10 2 10
B ortho 3 1 2

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2026.2694148

Complete chloroplast genome and phylogenetic analysis of Amorphophallus ochroleucus Hett. & V.D.Nguyen 2001 (Araceae)

Status: Verified (root/accession note). Rooted at MN419335; OR995732 highlighted; NC_086625 is the RefSeq version of OR995732 (identical, 176,258 bp).

Supplementary Material 1 - 2026-10-31

23802359.2026.2694148 | Complete chloroplast genome and ic analysis of Amor ochroleucus Hett. &amp; V.D.Nguyen 2001 (Araceae)

C: whole-genome MAFFT + trimAl + IQ-TREE | n=14 | rooted at MN419335

Paper tree: THDN_A_2694145_F0004_C.pg
Spirodela polyrhiza MN419335.1
Colocasia esculenta NC_016753.1
Amorphophallus albus OR438676.1
Amorphophallus konjac MK611803.1
Amorphophallus kachinensis PP072244.1
Amorphophallus krausei OR416863.1

tmorphophallus ochroleucus PX6

1-vo

Amorphophallus titanum NC_056329.1

vias

NC_086625.1

Amorphophallus muelleri NC_086626.1
Amorphophallus kiusianus PP072243.1

VD

Amorphophallus yunnanensis NC_082906.1
5.1

Amorphophallus coaetaneus NC_0729:

Amorphophallus tonkinensis NC_086855

0 003 006 009 olz 015

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=14 | rooted at MN419335 B: single-copy orthologs + IQ-TREE TESTMERGE | n=14 | rooted at MN419335

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len tput by each method. Red = anch taxoniclade (or autometic outier where uncurated),
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23802359.2026.2694148 - strict-clock branch-length diagnostic

23802359.2026.2694148 — strict-clock diagnostic (no sampling dates; outgroups excluded)

CH “..ﬁ. @ "C_08662
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@ B single-copy
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root-to-tip / tree height
Terminal branch lengths
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1072 1071
terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 2 3 0
A FreeRate 0 1 0
B ortho 2 2 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.

Supplementary Material 1 - 2026-10-31

SUPPLEMENTARY 1

page 62



23802359.2026.2694188

The complete chloroplast genome of Rhamnoneuron balansae, the only species of Rhamnoneuron (Thymelaeaceae)

SUPPLEMENTARY 1

Status: Verified. Rooted at NC_059767 + NC_023218 + NC_057077; 9-taxon Aquilaria/Gyrinops clade highlighted; overall clade shortened and internal NC_041117 branch disappeared.

23802359.2026.2694188 | The complete chloroplast genome of Rhamnoneuron balansae, the only species of Rhamnoneuron (Thymelaeaceae)

Paper tree: TMDN_A_2694188_F0003_C.jpg C: whole-genome MAFFT + trimAl + IQ-TREE | n=35 | rooted at NC_059767, NC_023218, NC_057077

Gonystylus affinis NC_052860.1
L Gonystylus bancanus EUS49490.1
Aquilaria rostrata NC_052858.1
— o Aquilaria subintegra MN147871.1
o U™ Aquilaria crassna MN125348.1
Aquilaria yunnanensis NC_036940.1
Aquilaria hirta NC_052856.1
o0 Aquilaria microcarpa NC_052857.1
{1 squilaria beccariana NC_052855.1
L™ Aquilaria malaccensis NC_041117.1
Gyrinops walla MW557323.1
Phaleria macrocarpa NC_052861.1
— Diarthron linifolium NC_058916.1
5, Daphne depauperata NC_057149.1
L haphne retusa NC_057148.1
"% ___ Daphne feddei NC_056320.1
o100 1 Daphne odora MT627479.1
o) Daphne giraldii MN080709.1
" e L Daphnelaureola MN201546.1
Stellera chamacjasme NC_042714.1
0 Wikstroemia alternifolia MWO73913.1
L Wikstroemia canescens MWO73911.1
Wikstroemia dolichantha MW073912.1
Wikstroemia scytophylla MW073910.1
Wikstroemia nutans MW393702.1
Iﬂ“w.kummm indica MW393701.1
Daphne genkwa MT754180.1
Edgeworthia gardneri NC_058013.1
1 Edgeworthia albiffora MW246180.1
™™ Edgeworthia chrysantha MNS11715.1 -
Rhamnoneuron balansae ON183350.1
Ceiba speciosa NC_057077.1

Malva verticillata NC_059767.1

—= - 00z

101100

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=35 | rooted at NC_059767, NC_023218, NC_057077 B: single-copy orthologs + IQ-TREE TESTMERGE | n=35 | rooted at NC_059767, NC_023218, NC_057077

each method. Red = anch taxoniclade (or automatic outier where uncurated)

ip abels: orgarism [accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the papars stated outaroups). Branch ey
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23802359.2026.2694188 - strict-clock branch-length diagnostic

23802359.2026.2694188 — strict-clock diagnostic {(no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 13 5 11

A FreeRate 4 6 1

B ortho 4 6 1

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2026.2742618

The complete chloroplast genome of Rudbeckia hirta L. (Asteraceae) and its phylogenetic analysis

SUPPLEMENTARY 1

Status: Verified (paper figure restored). Rooted at MT982394 + MW013763; KU306406 highlighted; paper long branch is not reproduced by C/A/B. Paper M&M; is whole-plastome MAFFT +

TVM+F+G4, not CDS.

Supplementary Material 1 - 2026-10-31

23802359.2026.2742618 | The complete chloroplast genome of Rudbeckia hirta L. (Asteraceae) and its phylogenetic analysis

Paper tree: TMDN_A_2742618_F0003_B.png
r Codonopsis piosula MT982394
o MWO13763
Loucanthemum maximum MN518843
Calendla offcinalis OP161555
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L Astor indious PV564080

Cioorum nypus WK56977
— Taratacum morgolcum KU736901
- Sonenus anansisMTs3ssz5

Loctua sariola ONS262
Loctucasafha 07232
Bidonsabavarrcal WSS 1555
Coreopis ancoolta Pvs3a0ED
™| Coreopsis lanceolata PV694530
Sonagneticolscaleclaces KYCZ64%0
Eclpta prostata KUB1242
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Echinacea laevigata KX548218
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Echinacea speciosa KX548222

«f Echinacea tonnesseensis KX548223
Tree scale: 001 +——— <] Ecinecoapupuroa ONa 1367
Echinacea purpurea MK055334

A: SibeliaZ LCB + RAXMLNG T92+FreeRate | n=38 | rooted at MT982394, MW013763

C: whole-genome MAFFT + trimAl + IQ-TREE | n=38 | rooted at MT982394, MW013763

B: single-copy orthologs + IQ-TREE TESTMERGE | n=38 | rooted at MT982394, MW013763

ip abels: orgaris (accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the paper's stated outgroupls). Branch lengths are as output by each method. Red = curated long branch taxonfclade (or automatic outlier where uncurated).
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23802359.2026.2742618 - strict-clock branch-length diagnostic

23802359.2026.2742618 — strict-clock diagnostic (no sampling dates; outgroups excluded)

€1 .'-mm .:u-':E:ﬁ:'ﬂlcﬁb‘]‘m?:"f‘7

A o 3P ..@%539?5 MN31E843
4 ol & o M5 18843
B ° “. ‘ ] t. whaole-genome
@ A LCBffreeRate
@ B single-copy
T T T T i
0.0 0.2 0.4 0.6 0.8 1.0
root-to-tip / tree height
Terminal branch lengths
CH ° ° 9 o0 -] o @ o 8 oo e® o ©° @ .,‘E;E{-gis .P‘-iwgﬂﬁ:.gg'."—4355.2l'5;;6;555 @/ metEE
A ° g o % 6o & o ©® oo g .M’.smna;;;‘, aiwsﬂ & P61 @Mis18a43
B 8 ° ) o % 8 %% o g o @ VRO RS 735061 @OP161555 @'Mi518843

T T T T T AL | T T T T T T T T T AL | T T T T o T T T o
106 10-° 10~* 1073 102 1071
terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 15 14 15

A FreeRate 7 11 5

B ortho 4 9 6

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2025.2567461

The complete chloroplast genomes of persicaria hydropiper and P. pubescens (polygonaceae)

Status: Verified (highlight corrected). Muehlenbeckia clade MG604297 + NC_059030/031/032 highlighted; long branch reproduced and disappeared.

23802359.2025.2567461 | The complete chloroplast genomes of persicaria and P.
Paper tree: TMDN_A_2567461_F0003_C.jpg C: whole-genome MAFFT + trimAl + IQ-TREE | n=55 | rooted at NC_041245
s Bistorta vivipara MT065039.1
{orts coriacea WWTT049.1

Muehlenbeckia gunnii NC. 0590321
ma NC_059031.1
WG60297.1

L Muohienbocki
5L Muehienbeckia axilari NC. 0590301
Muohlenbeckia latyciada NC_06233%0.1

L Plumbago auriculata NC_0412451

)

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=55 | rooted at NC_041245 B: single-copy orthologs + IQ-TREE TESTMERGE | n=55 | rooted at NC_041245

ip abels: orgarism [accession]. Paper panel is the published tree image; CIAS are reproduced from the audited dataset and rerooted on the papars stated outaroups). Branch ey each method. Red = anch taxoniclade (or autometic outier where uncurated),
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SUPPLEMENTARY 1

23802359.2025.2567461 - strict-clock branch-length diagnostic

23802359.2025.2567461 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 4 9 8
A FreeRate 0 10 5
B ortho 0 11 8

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2026.2621456

Chloroplast genome sequencing and phylogenetic analysis of Tetrapanax papyrifer (Hook.) K. Koch (Araliaceae)

Status: Verified. Long branch reproduced and disappeared.

23802359.2026.2621456 | C genome and ic analysis of Tetrapanax papyrifer (Hook.) K. Koch (Araliaceae)

Paper tree: TMDN_A_2621456_F0003_C.jpg C: whole-genome MAFFT + trimAl + IQ-TREE | n=31 | rooted at NC_071176, NC_067556

Tree scale: 001 ——

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=31 | rooted at NC_071176, NC_067556 B: single-copy orthologs + IQ-TREE TESTMERGE | n=31 | rooted at NC_071176, NC_067556

Tip abels: organisi [accession]. Paper panel is the published tree image; CIA/8 tne rerooted on the paper- Branch each method. Red = anch taxoniclade (or where uncarated).
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23802359.2026.2621456 - strict-clock branch-length diagnostic

23802359.2026.2621456 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 7 4 4
A FreeRate 6 3 4
B ortho 6 2 4

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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SUPPLEMENTARY 1

23802359.2026.2621463

The complete plastome of Parasenecio lanpingensis (Asteraceae), a new species from Yunnan Province of China

Status: Verified. Rooted at GU456628; NC_073505 highlighted; long branch reproduced and disappeared.

23802359.2026.2621463 | The complete plastome of Parasenecio lanpingensis (Asteraceae), a new species from Yunnan Province of China

Paper tree: TMDN_A_2621463_F0003_C.jpg C: whole-genome MAFFT + trimAl + IQ-TREE | n=32 | rooted at GU456628

Asteraceae B. &)

Apiaceae |

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=32 | rooted at GU456628 B: single-copy orthologs + IQ-TREE TESTMERGE | n=32 | rooted at GU456628

Note: the paper texts HT123456 is a Bellong virus record; the paper figure labels GLAS6628 (Anthriscus

group. CIATH are footed at GUASB628.

ip abels: organism [accession]. Paper panel is the published tree image; C/AB are reproduced from the dataset and rerooted on the paper's stated outgroup(s). Branch len tput by each method. Red = anch taxoniclade (or autometic outier where uncurated),
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SUPPLEMENTARY 1

23802359.2026.2621463 - strict-clock branch-length diagnostic

23802359.2026.2621463 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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@ B single-copy
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0.0 0.2 0.4 0.6 0.8 1.0
root-to-tip / tree height
Terminal branch lengths
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 1 9 4
A FreeRate 11 8 7
B ortho 12 8 9

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2026.2622811

The complete chloroplast genome and phylogenetic analysis of Jasminum lanceolaria Roxb. (Oleaceae)

Status: Verified (local-clock). Long branch shortened to an acceptable local-clock range.

23802359.2026.2622811 | The complete chloroplast genome and phylogenetic analysis of Jasminum lanceolaria Roxb. (Oleaceae)

Paper tree: TMDN_A_2622811_F0003_C.jpg

048085.1
o Forsythia suspensa NC_036367.1

0852191
T L—— Chysojasminum odorabssimum NC_065218.1
> 0422731

Tree scale: 001 —

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=33 | rooted at NC_088747, NC_058323

| outgroups

Oleaceae

Tip abels: organisi [accession]. Paper panel is the published tree image; CIA/8 tne rerooted on the paper- ). Branch each method. Red =
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C: whole-genome MAFFT + trimAl + IQ-TREE | n=33 | rooted at NC_088747, NC_058323

B: single-copy orthologs + IQ-TREE TESTMERGE | n=33 | rooted at NC_088747, NC_058323

anch taxoniclade (or

where uncarated).
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23802359.2026.2622811 - strict-clock branch-length diagnostic

23802359.2026.2622811 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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Terminal branch lengths
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1073 1072 107!
terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 11 5 9
A FreeRate 11 5 9
B ortho 11 3 9

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2026.2629683

The complete chloroplast genome and phylogenetic analysis of Guilandina minax (Hance) G. P. Lewis (Fabaceae)

Status: Verified (local-clock). Long branch shortened to an acceptable local-clock range.

23802359.2026.2629683 | The complete chloroplast genome and phylogenetic analysis of Guilandina minax (Hance) G. P. Lewis (Fabaceae)

Paper tree: TMDN_A_2629683_F0003_C.jpg

(———Polygala tonuiolia MT221251.1
100l Monnina hirta PP883953.1

Pericopsis angolensis MZ274112.1
1

Plorocarpus erinaceus MZ274115.1

Tree scale: 0.1

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=31 | rooted at MT221251, PP883953

Outgroups

Fabaceae

Tip abels: organisi [accession]. Paper panel is the published tree image; CIA/8 the rerooted on the paper- ). Branch each method. Red =
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C: whole-genome MAFFT + trimAl + IQ-TREE | n=31 | rooted at MT221251, PP883953

B: single-copy orthologs + IQ-TREE TESTMERGE | n=31 | rooted at MT221251, PP83953

taxan/clade {or automatic outlier where uncurated),
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23802359.2026.2629683 - strict-clock branch-length diagnostic

23802359.2026.2629683 — strict-clock diagnostic (no sampling dates; outgroups excluded)
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terminal branch / tree height (log)
method RTT outliers terminal outliers flagged clades
C naive 13 5
A FreeRate 1 4
B ortho 1 4

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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23802359.2026.2704257

Chloroplast genome sequence characteristics and phylogenetic analysis of Amorphophallus josefbogneri Hett 2006

Status: Verified. NC_086625 long branch reproduced and disappeared; A-B topology identical.

Tip abels: organisi (accession]. Paper panel is the published tree image; CIAS are reproduce from the auited dataset and rerooted on the paper's sated outgroupi). Branch len
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23802359.2026.2704257 | Chloroplast genome sequence charz

Paper tree: TMDN_A_2704257_F0003_C.ipg
Spirodela polyrhiza MN419335.1
Colocasia esculenta LCT67269.1
oo Amorphophallus albus OR438676.1
100 Amorphophallus konjac MK611803.1
Amorphophallus kachinensis PPO72244.1

w‘""’ Amorphophallus krausei OR416863.1

and

o

100 ~Amorphophallus titamum NC_056329.1

Amorphophallus josefbogner PX804936
“"’J ————— Amorphophallus muelleri NC_086626.1

" Amorphophallus kiusianus PP072243.1
104
o[~ Amorphophallus yunnanensis NC_082906.1
1od -Amorphophallus coaetaneus NC_072945.1
L Amorphophalus tonkinensis NC_086855.1
h o b6 1] ofz ols

A: SibeliaZ LCB + RAXML-NG T92+FreeRate | n=14 | rooted at MN419335, LC767269

NC_086625.1

each method. Red =

C: whole-genome MAFFT + trimAl + IQ-TREE | n=14 | rooted at MN419335, LC767269

CA-Il

SEA

CA-l

ic analysis of Amor

B: single-copy orthologs + IQ-TREE TESTMERGE | n=14 | rooted at MN419335, LC767269

taxonfclade (or automatic outier where uncurated).
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23802359.2026.2704257 - strict-clock branch-length diagnostic

23802359.2026.2704257 — strict-clock diagnostic {(no sampling dates; outgroups excluded)
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root-to-tip / tree height

Terminal branch lengths
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terminal branch / tree height (log)

method RTT outliers terminal outliers flagged clades
C naive 2 2 0
A FreeRate 0 1 0
B ortho 0 3 0

A terminal branches are estimated under RAXML-NG T92+F+FreeRate. RTT z-scores are sensitive to small MAD; ranks/clade flags should be read together.
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RF triangle summary (unrooted, normalized)

SUPPLEMENTARY 1

Pairwise RF distances among C (naive whole-genome), A (LCB + RAXML-NG T92+F+FreeRate), and B (single-copy orthologs). Values are normalized by the maximum possible RF for the shared taxon set. All 38 analysed

archived cases are shown; the reclassified case 2284410 and the CDS/PCG-based exclusions are not included.
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Excluded from the main cohort: 2290339, 2294894, 2294898 and 2357681 (CDS/PCG-based original analyses). All other completed datasets are included.
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