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Figure S1. Subgenome partitioning of the allotetraploid T. repens. (a) Shared presence of BUSCO genes between chromosomes, indicating chromosomal homology. (b) SubPhaser hierarchical clustering of differential k-mer profiles across chromosomes, separating homologous chromosome sets into 2 subgenome groups (orange = SG1; blue = SG2).
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Figure S2. Relationship between genome size and TE content across Trifolium. (a-b) Total repeat fraction, as the percentage of masked bases, against assembly size, using (a) all whole-genome assemblies or (b) diploid assemblies only. (c-d) TE family diversity, as the number of distinct TE families, against assembly size, using (c) all whole-genome assemblies or (d) diploid assemblies only. Hollow points were included for context, including points for subgenome values, but were excluded from the corresponding linear regression.The coefficient of determination (R2) 
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Figure S3. Relative contribution of TE classes to total TE load across Trifolium species. 
Values expressed as percentages of the total TE content per genome, showing the proportional contribution of each class to the total repetitive fraction.
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Figure S4. Clade-level paired-LTR identity across Trifolium. Violin plots show family-level median paired-LTR identity for Ty1-Copia and Ty3-Gypsy clades in each diploid species.

image1.png
| E— Chr

S62 (. pallescens) SG1 (T. occidentale)

Y CoNm@I M 20D -~

,u
s
2 gz
’ 2z
ik e
HH
P - | -
- |
“oreo & cowoof
o (8ol n - [B]6] o om0
e iorioe e e T oan
awosowoIy)

Differential kmers

2

o

2
Column Z-score

N
Chromosome




image2.png
Total percent masked

Total number of families

60

55

50

45

40

35

20000

15000

10000

5000

600

y =39.8 + 0.0123 x
R2=0.144
A p=0.28ns

y =-663 +19.7x
R2 = 0.776
p = 0.00077 ***

800 1000

400
Assembly size (Mb)

y:

600

A

y =213 + 0.0525 x
A R% = 0.785
p = 0.0034 **

-3.26e+03 + 25.8 x
R2 = 0.798
p = 0.0028 **

800 1000

Legend

@ M. truncatula
® T. dubium

@ T. dubium (SG1)
@ T. dubium (SG2)
@ 7. fragiferum

@ T. occidentale
® T.repens

@ T. repens (SG1)

@ T. repens (SG2)

@ T. subterraneum
 T. alexandrinum
® T. bocconei

@ 7. pratense

® T. striatum

O Diploid

A Allotetraploid

O Subgenome





image3.png
M. truncatula TE classification
T. dubium (SG1) LTR/Unknown
LTR/Ty1-Copia
T. dubium (SG2)
LTR/Ty3-Gypsy
T. fragiferum W ronTIR/Helitron
T. occidentale B TIR/Mutator
3 T.repens (SG1) W une
2 TIR/AT
& T.repens (SG2) W TR
[ TRICACTA

T. subterraneum
[l TIR/Tc1_Mariner

T. alexandrinum

[ Repeat fragment

T. bocconei [] TIR/PIF_Harbinger
T. pratense [ other
T. striatum

0 25 50 75 100

Contribution to total TE load (%)




image4.png
Ty1-Copia M. truncatula Ty3-Gypsy Ty1-Copia T. subterraneum Ty3-Gypsy
1.00 ? v T ? 1.00 ? ﬁ Y ?
0%Y3 5 5 3 3 § o o § ° 8 3 ¢ g 0993 4 & & 3 8 & 3 3
— 55— —5—F T o < < T T i f—t 3 & G G
T. dubium (SG1) T alexandrmum
0%1e ¢ » = 8 R g e § ¢ & § 8 & 09795 o g § 2 = = g = § B s @
B R S S S W i < i W W S D i I i o n
IR P S $—|—$ ——————————— F—F——F—5—F—5—¢ i - T € G T
dubium (SG2) T. bocconei
1.00 1.00
. 9Qeveg® T9
L %3 ﬁ $ 5 %3 8 %% 8 5 § % 5 ¢ °%z 235 38 25 g g 8 2 5 ¢
2 S —f—f—f—5—& T G T & u L —f—f—f—i— e—e—é—é—e—&—
[oX
- T. frag;ferum T. pratense
= 100 1.00
£ ® ? 4 V v T T v T 9 v ? =
Re]
x 0959 g ~ £ & § 8 2 9§ =] N 3 S g 3 095418 § @ n 8 5 & 2 o ~ Q 9 ® 3
[m- - - N W i i W < S 9 % 9 s % o9 9 i i ph i i W
- IR S TR R Y S —— f—— G — G — g — G — G ——— ———————————
'jg T. occidentale T. striatum
2 100 Y ? 9 ? 1.00 ? e ?
209598 o 5 2 & 3 2 ¢ 3 g % 3 3 0898 5 8 ¢ g § o W 50T 8 & % 5
° N S R S i )i i i i i T A S S T i i i P i L
0] —F——f—f———F 5 < = T T e — F—§— 5 —5—F% T 3 3 T 3 T
= T. repens (SG1 e e IR RN SR\ @ N\ e @ & N
100 P ) s AN o <R S o o o
0.95 g 3 8 8 5 = 3 5 Ry 8 8
é—|—$—$—2—$—$—%— . S S NS
T. repens (SG2)
- ' 9 ? ? ? ¥ ? i
0.95 g 3 0% g e g 8 =2 8 3 8 8
s ¢ § % $§ %% S S S S
N R ©° @ & o & N N 3 o N
P g o < W o e &= <

Clade




