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Supplementary Fig S1. The analyse pipeline of repeat sequence. (a) The analyse pipeline of genome repeat
sequence. The upper is repeat annonation pipeline, the down is repeat feature, repeat evolution analyse and
the repeat contribution to gene. (b) The analyse pipeline of intact LTR insert time.
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Supplementary Fig S$2. The plant repeat information. (a) The phylogenetic tree in green plant kingdom with 15 plant
phylogenetic branches from early Algae to eudicots. (b)The species number of each phylogenetic branches. (c)The plant
genome size of each phylogenetic branches. (d)The repeat length percentage in each species.



Alage
Bryophyte
Lycophytes
Fern
Gymnosperms
Magnoliids
Monocots
Base eudicots
[ Super rosids
‘ Fabids
‘. Malvids
[~ Super asterids

Lamiids

Campanulids

Supplementary Fig S3. The basic

features of LTR.

Eﬁ[

Alage
Bryophyte
Lycophytes
Fern

Gymnosperms

Magnoliids
Monocots
Base eudicots
Super rosids
Fabids
Malvids
Super asterids
Lamiids

Campanulids

pemTm g

LTR_length

LTR_length_in_genome

LTR_length_in_repeat

T—

— (T

—T T+
T+

T
—T—
— T
1—
— T+
— T+

1

N ——
—T

2e+09

0e+00 4e+09  6e+09  8e+09 0 20 40 60 0 20 80
LTR_number LTR_average_length LTR_number_percentage

| N — -

t O ——

| —0- =

1=— y| ey —+
—0— 1l i

i i -l

[ — |

= — T 1 —

— ——- {1

1 — - — -

'\ (1] (11

I —EE— —iE—

1+ —EE— ——

1 [ 11 — T —

10— —{ 1 —I—

0e+00 1e+06 2e+06 3e+06 0 500 1 000 1 500 2000 2500 0 20 40 60



TIR_length TIR_length_in_genome TIR_length_in_repeat

- *’*'*
=

Alage
Bryophyte
Lycophytes
Fern
Gymnosperms
Magnoliids
Monocots
Base eudicots
[ Super rosids
‘ Fabids
M Malvids
[~ Super asterids

Lamiids

q--—-n-—*q-_-!———

Campanulids

Py |
*'Hl'ﬁ'*

0.0e+00  5.0e+08  1.0e+09  1.5e+09

Supplementary Fig S4. The basic 0 4 8 12 16 0 10 20 30 40 50
features of TIR. TIR_number TIR_average_length TIR_number_percentage
Alage I _-_ ._
Bryophyte I _-_ _I
Lycophytes I— E r
Fern -_ _._ I_
Gymnosperms _-_ _-_ _._
- i ——
Magnoliids -. _._ _-
Monocots _.. _-_ _—
Base eudicots .. -_ _-_
[ Super rosids l _._ _-
! Fabids _I_ - -
! Malvids I_ . -
Super asterids _I_ - .
Lamiids . _._ —-—
Campanulids _I_ I_ _-_

500000 1000000 1500000 2000000 2500000 0 1000 1500 0 10 20 30 40 50

o1
a
[=]
o



LINE_length LINE_length_in_genome LINE_length_in_repeat

- . T

Alage
Bryophyte
Lycophytes
Fern
Gymnosperms
Magnoliids
Monocots
Base eudicots
[ Super rosids
‘ Fabids
M Malvids
[~ Super asterids

Lamiids

-HFF*F'F?¥* ’
i i
'***f++*-—‘***r

Campanulids

40 50

o
-
o
N
o
w
o

10

o
[3,]

1e+08 2e+08 3e+08

o
o

+
[=]
o

Supplementary Fig S5. The basic
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Supplementary Fig $10. The basic
features of RNA.
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Supplementary Fig $11. The
basic features of Satellite.
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Supplementary Fig $S14. The basic
features of DIRS.
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Supplementary Fig S$16. (a)Proportion of the length of LTR superfamily in plant genome. (b)Proportion of the length of DNA transposon superfamily in plant genome.
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