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TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA
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—————————————————————————————————————————————————————————————————————————————————————————————————————————————— ----ATTTT
TITTTGTTACTTAATAG.AATTTGAATTTAGCGCCTAAAGCGCGCCATA ———————————————————————————————————————
TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA TAAARNRA A - -GAATTTT A A T
TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA TAAAIA.A-— - GAATTTT.A.A.T

TITTTGTTACTTAATAG.AATTTGAATTTAGCGCCTAAAGCGCGCCATA

TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA
TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA---=-=--=-=--- TACACAC-AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA- -

: TITG T TTTTEAAAAA- - -BITGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA- === ==~ - - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCA - -

: TITG T TTTTEAAAAA- - -BITGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA- ===~ - - - - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCA - -
TTGTTATA TTTAT TTTTA----- TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA- - -~~~ - - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATARBTCAAACAAAACAAG
TTGTTATA TITAT TTTTA----- TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA- - ===~ - - - TACACAC—AAAAATCAACAGTCCACTGCACAATCATAITCAAACAAAACAAG
- -GATA TATA T ATTTA------ TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGIIGCGCCATA- - - - - - - - - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA - -
- -GATA TATA T ATTTA------ TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGIGCGCCATA ---------- TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA - -
---------- TAAG T CT----TTEBAA TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------TACACAC-AAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA - -
---------- TAAG T CT--- —TTIAA TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA- - - - ------TACACAC —AIAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA— :
-------- T ceeeeeo oo - - ERTGTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA- - - - - - - - - - CAJJACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCA
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TGTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - - - - - - - - - CAflJACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCA
TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - - === - == - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA - - CTGAACTC
TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - -~ - - - == - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA - - CTGAACTC
TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - -~ - - - == - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAA
TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - - === - == - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAA
TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - -~ - - - == - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAABCATGIR I BT TAECEETIEE TIHEH - - - - - - - -

TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - == - == - = - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAABCATGIR I BT TAGCHETEN T e, - - - - - -----------------
"B TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - - - == - = - - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAA - = - = = = = = = m e e e e e e e e e e e e e e e e o

BB TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - - - == - = - - - TACACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAA - = - = = = = = mm e e e e e e e e e e e e e e e o
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-------------------------------------------------------------------------------------------------------------- TACACAC - AAAAATCAACAGT - CACTGCACAATCATATTCAAACAAAACA - - e e e
TTTTTATA - - TTAAAAAAAA TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - === == == - - cABACAC-AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCA- -CMCEIE T8 - - - - - - - - - - - - - - -« - oo oo e oo e

TTTTTATA - - TTAAAAAAAA TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA - == === -« - - CABACAC - AAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCA- -CIMCEIE T8 - - - - - - - - - - - - - - =« - = o oo e mee o

-------- - - -TABGAATAA TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CAlACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA- - - - - - - TTA A

-------- ———TAIGAATAA TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CAlACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA- - - - - - - TTA A
------------------------------------ TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCA-G TTA A - -GAA- - - -
------------------------------------ TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCA-G TTA A - -GAA- - - -

-------- - -BTAAAAAAAA TGTTTGTTACTTAATAGAMAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACAAG - -TTHAA A

-------- ——ITAAAAAAAA TGTTTGTTACTTAATAGAIAATTTGAATTTAGCGCCTAAAGCGCGCCATA——————————CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACAAG - -TTHAA A
----------------------------------------------------------------------------------------------------------- CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACAAG TlTTAAG A
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- - TTETAAATTTTTGAAT TTAATAGAATECT TCAG- - - - - - - - - -« - === - ITGTTACTTAATAGAIAATTTGAATTTAGCGCCTAAAGCGCGCCATA ---------- TACACAI—AAAAATCAACAGTCCAITGCACAATCATATTCAAACAAAACA——

-------- TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCAAG
-------- TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAATCAAG
-------- TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA - = = = = = = = = @ s m ot m ot m ot m e @ m e mm ot e m e e m e e m e o e m e e oo

-------- TGTTTGTTACTTAATAGAGAATTTGAATTTAGCGCCTAAAGCGCGCCATA----------CACACACAAAAAATCAACAGTCCACTGCACAATCATATTCAAACAAAACA - = = = = = = s @ m s e o e e ot e it d it m i e i e i e meemeemeameemeo T



Start crop Point
OM ‘
|

M

20%
il
m ||
30

Sl

- I ‘ . i
0 000



.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 6442bp; fragments: 159; full length: 19 (>=5797.8bp)
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2d g _l1l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed 0 O bcIn.fa ¢

size: 6744bp; fragments: 158; full length: 19 (>=6069.6bp)
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divergence to consensus (%)

size: 221bp; fragments: 64; full length: 58 (>=198.9bp)

TE: Itr_1 family 165
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After TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF5
{_
ORF6
‘_
ORF1 ORF2 ORF8 ORF7 ORF4
— — —
ORF9 ORF3
— )
DUF1759 Asp protease 2 RVT_1 Integrase_H2C2 DUF564
) — ——) i )

Peptidase Al17

)

1000 2000 3000 4000 5000 6000




nsus before TEtrimmer (bp)
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