Supplementary Figures S2
Phylogenetic tree reconstructions
based on retrotransposon datasets
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Figure S2a. Bayesian tree reconstruction based on the 367-marker dataset (A) and the 470-
marker dataset (B). Numbers represent the Bayesian posterior probabilities (shown as
percentages).
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Figure S2b1. ASTRAL BP species tree based
on the 367-marker dataset. The numbers
represent local posterior probabilities
(before slash) and bootstrap values (after
slash). The branch lengths, in coalescent
units, are indicated by the scale bar.
Bootstrap analyses were performed with

1000 pseudoreplications.
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Figure S2b2. ASTRAL BP species tree based
on the 470-marker dataset. The numbers
represent local posterior probabilities (before
slash) and bootstrap values (after slash). The
branch lengths, in coalescent units, are
indicated by the scale bar. Bootstrap analyses
were performed with 1000

pseudoreplications.
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Figure S2c1. ASTRID_BP species tree based on the 367-marker dataset. The numbers indicate bootstrap values. Bootstrap

analyses were performed with 1000 pseudoreplications.
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Figure S2c2. ASTRID_BP species tree based on the 470-marker dataset. The numbers indicate bootstrap values. Bootstrap

analyses were performed with 1000 pseudoreplications.
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Figure S2d1. SDPquartets optimal species
tree based on the original 367 retrotransposon
marker matrix.
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Figure S2d2. SDPquartets optimal species
tree based on the original 470 retrotransposon

marker matrix.
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Eulipotyphla Figure S2d3. Bootstrap consensus tree based on
SDPquartets and the 367 retrotransposon
marker matrix. Bootstrap analyses were

performed with 1000 pseudoreplications.
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Eulipotyphla Figure S2d4. Bootstrap consensus tree based
on SDPquartets and the 470 retrotransposon
marker matrix. Bootstrap analyses were

performed with 1000 pseudoreplications.
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Figure S2el. 4-LIN statistical test applied to 367-marker dataset.

Marker Input File Upload

Names of Species/branches Essential Tree Topology

A:‘Cetart'iodactyla ABCD 1HP2 A
B:\Carnivora ‘ y(11) - + + + [2? ‘ Chiroptera
C:|Perissodactyla ‘ y(12) - - + + ’38 ‘
D:‘M‘ y(13) -+ -+ ’L‘ : Perissodactyla
. y(14) - + + - [2 | :
Settings: y(22) + -+ + [ | .
Algorithms: @® Reverse (stringent) Y(23) $ - - + ’5 ‘ : Carnivora
O Stepwised (relaxed) y(24) 4 \30—/
Criterion: O Chi-square (fast and y(33) + + -+ ‘23—‘ Cetartiodactyla
@rE(:::isrti)caldistribution y(34) tE - Polytomy-trgewith hybri.dization: (bat,[horse],(cow,dog)) is supported against polytomy (p = 4.69e-07)
y(44) + + + - ‘40 ‘ Reverse (stringent) algorithm.

(exact and slow)

Start hammlet calculations! & Download LL table (tsv format)

KKSC test results

KKSC proof first: Tree, (bat,(cow,dog)), p = 0.00906, passed
KKSC proof second: Hybridization, ((cow+dog),[horse],bat), p = 0.00016, passed



Figure S2e2. 4-LIN statistical test applied to 470-marker dataset.

Names of Species/branches
A:[Cetartiodactyi]
Bi[Cormvora |
C [Perissodactyla .

D: ‘Chiroptera ‘

Settings:

Algorithms: ® Reverse (stringent)
QO Stepwised (relaxed)

Criterion: QO Chi-square (fast and

robust)

@® Empirical distribution

(exact and slow)

Marker Input

A B
y(11) - +
y(12) - -
y(13) - +
y(14) - +
y(22) + -
y(23) + -
y(24) + -
y(33) + +
y(34) + +
y(44) +

File Upload .
Essential Tree Topology
1HP2

D } Chiroptera
+ 36 |
+ o |
+ ‘23 ‘ : Perissodactyla

|
- |2 | |

|
+ |27 |

J Carnivora
+ 12 | |
- ||
+ \34 ‘ Cetartiodactyla
- ’.38 ‘ Polytomy-tree with hybridization: (bat,[horse],(cow,dog)) is supported against polytomy (p = 4.38e-06)
- ‘54 ‘ Reverse (stringent) algorithm.

Start hammlet calculations! & Download LL table (tsv format)

KKSC test results

KKSC proof first: Tree, (bat,(cow,dog)), p =0.00001, passed

KKSC proof second: Hybridization, ((cow+dog),[horse],bat), p = 0.00083, passed





