Start crop Point End crop Point

MSA length = 5152
------------------------------------------------------------ CCGGCAGAGIACGGCCCCTTATTGTGGAAAAAAAAA
------------------------------------------------------------ CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAAA
AABTCCCCACCTATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT - - === - -~ - - CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAAA
------------------------------------------------------------ CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAAA
AllT TCCCCACCTATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT - === - -~ - - CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAAA
TATTCCCCACCTATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT----=- -~ - - CCGGCAGAGGACGGCCCCTTATTGTGG.AAAAAAAA
CCCCACCTATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT-----=--- - - CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAAA
------------------------------------------------------------ CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAAA
TCCCCACCTATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT---=--=-- - CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAAAR - - - - - - = =« - = o o e o o e o o e o o e o e e e e e e e e e e e e e e e e e e oo s
---------------------------------------------------------------------------------------- CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAAA AITIAIAITTTI
ATTHABARETTT -

AATTCCCCACCTATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT
TATBCCCCACCTATGTATTCTCGGTTTGACGGACCGTGGGGCTTGTGTGCTT- ==« -« - -CCGGCAGAGGACGGCCCCTTATTGTGGAAAAAAAAABIMBTA - - - - = - = -« - o - e e e

AATTCCCCACCTATGTATTCTCGGTTTGACGGACCGGTGGGGCTTGTGTGCTT-=-=-=-=------CCGGCAGAGGACGGCCCCTTATTGTGG-AAAAAAAAES - ------ - - TATAA CTGCARATTERARANETTT -
TTGCABATARGEARET T T
AAA- - - - - AA TTACEET TERGEA T
A T

-------------------------------------------------------------------------------------------------------------- AAAAAAATTTAAAA
-------------------------------------------------------------------------------------------------------------- AA
------------------------------------------------------------------------------------------------------------------------------------------------------- ABAT THA




Point

L=
c
L

Start crop Point

T ———

s — S S o o —

—_—m—m —  —_ ———— —_ ——— —_— ——— — —— ————
T e e e e e e e e e e ot e o et oy et

H 0 A U T T

1000

5000

2000



d_uf.bed g 3.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I After TEtrimmer 5152 bp

size: 5152bp; fragments: 7735; full length: 53 (>=4636.8bp)
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 fasta.b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 5460bp; fragments: 7636; full length: 47 (>=4914bp)
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TE: nd 4 famiy 1622 Before TEtrimmer 4098 bp

size: 4098bp; fragments: 8339; full length: 71 (>=3688.2bp)

o 3
2 S - 3
re}
o ~
~ o | S Q 5
s = =) S
. =
(7)) o
c ~ B
(¢b)] 0 8’ o o
0 9 - L o |
c S —
o L @ D S
& - = n s _
) © 0w ,
= S > No TE domain detected
(D]
o [
S g - S 8- 3
Q p— — ~ 2
g g
= w S
© —
o 3 | -
o
—
o T T T T T T T T o T T T T T T T T
0 1000 2000 3000 4000 1000 2000 3000 4000 0 1000 2000 3000 4000 0 1000 2000 3000 4000

TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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