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1 MSA length = 8952
---------------------------------------------------------------------------------------------------------------------------------------------------------------- IA.G-TTAI———TAATA——————————————————————————————
CGTTAATTTAAAAAGT TTTAAAT TTAAT TTAT TATAATACAT T T TAT AT T T - 5 - & 5 o o o o oo o e e e e o e e e et e e ot e e e e e e e e e e e e e e e e e et e e e e e e e e e e e e e e e e e e e e et e e e e e e o
_GTTAATTTAAAAAGTTTTAAATTTAATTTATTATAATACATTTTATAT T T---cnon--- TATAGCAATATTCTTTATATATATTAATAGTTATTTTGAATAGATGTGTTIAAAAAAT TAGGCCTAGTATTTTTGGCATCTTAGCAATACTTGCTTGCG
_GTTAATTTAAAAAGTTTTAAATTTAATTTATTATAATACATTTTATAT T T---cnon--- TATAGCAATATTCTTTITATATATTAATAGTTATTTTGAATAGATGTGTT AAAGAAB T TAGGCCTAGTATTTTTGGCATCTTAGCAATACTTGCTTCCG
_GTTAATTTAAAAAGTTTTAAATTTAATTTATTATAATACATTTTATAT T T---cnon--- TITAGCAATATTCTTTATATATATTAATAGTTATTTTGAATAGATGTGTT AAAGAAB T TAGGCCTAGTATTTTTGGCATCTTAGCAATACTTGCTTCCG
TAGTTTRGCEE R - - - - - - - - - - <. _GTTAATTTAAAAAGTTTTAAATTTAATTTATTATAATACATTTTATAT T T---cnonn--- TATAGCAATATTCTTTATATATATTAATAGTTATTTTGAATAGATGTGTTIAAAAAAT TAGGCCTAGTATTTTTGGCATCTTAGCAATACTTGCTTGCG
TAGTTTAGGEE AR - - - - - - - - - - - - _GTTAATTTAAAAAGTTTTAAATTTAATTTATTATAATACATTTTATAT T T---cnon--- TATAGCAATATTCTTTATATATATTAATAGTTATTTTGAATAGATGTGTTIAAAAAABT TAGGCCTAGTATTTTTGGCATCTTAGCAATACTTGCTTCCG

L e« - e I e e R e
---------------- TATCRcATA TECIRIEEN~ A

TATTACTTGTTAAT
TATTATTTGTTAGT G A AR TIA ARG A Gl - - - - - - - - - - - - - - - = = = = = = = o o oo o o o e o o o o o e o o o oo e o o m oo oo oo m o - o - - - - AACTGTACTATGCGTTATATATATAAATAATTATCACGGATAGGAATGTTIAAGGAGITCAC———TAATATTTTGAGTTCGTTTGTCATGTATAGTGCCG

TATTATTTGTTAGTGEREEN A AR TIA ARG A Gl - - - - - - - - - - - - - - - = = = = = = = s o oo o o o e o o o o o e o o o oo e o oo oo oo o m o - m - - - - - AACTGTACTATGCGTTATATATATAAATAATTATCACGGATAGGAATGTTAAGGAGHETCAC---TAATATTTTGAGTTCGTTTGTCATGTATAGTGCCG
TATTATTTGTTAGT

G
G
A
G
G
A
A
A
A

A




End crop Point

i

Start crop Point
N |
L | } AR 0 O R QSR A 0 0 L0 R e ffi'f.l_ 'i“ II II' ._'I"I_
A ” __i_‘_: - R R _ll R ,_: |
Al (A 6 AR AN 0 ¢ 0 A | I | L ROAE 0 i
I A N O O 0 1 T B CE T S Py e
MM | AR 1A CREATR R RURTRIIAR ot (AN O LI |
. IJll_ .|‘_ LA 1 A ‘| AU PR RO | | IIJI| || i |
At e A B it
I L |0 O e
{1 1l ‘.I | M AR 1 | I |
| MR 0RO 10 R AT 1O A | II
| ' || I Ii|... I Hili| il UL R Ao | ||||ii! ' || i) |
M AR ‘. WL QA "I'I'I'I"ll {0 MR | 000 0 A ALACE ) (R0 (A A
20 Ml I| | H | “ | H | __|l L I (IR ‘ l‘ ’ 1l
N A I I O (01 'III\ 1 (ML "Ill (L L TR ITTI TE R
M0 | i R O ‘ AN |
| | L0 AN )T D O
W0 A I
Hii i |1||| it b IV (01 | ] 1M |
30 | 000000 RN 00 A ']hl il.l O A I [l
0 2000 | .

|

h L —

|||I|||||.||| 000 OO A OO 0 1 SRR UM AR O
8000




b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.
size: 8952bp; fragments: 21031; full length: 0 (>=8056.8bp)
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After TEtrimmer 8952 bp

TE consensus genomic coverage plot (bp)
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' fasta.b.bed uf.bed g 2.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa gs

size: 10011bp; fragments: 6866; full length: 0 (>=9009.9bp)
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TE: md_5 family_6907 Before TEtrimmer 2522 bp

size: 2522bp; fragments: 535; full length: 12 (>=2269.8bp)

o
o
L0
N /
| 3
g | 2
& 2
fd
Aol
] — s
o o S
O © 1 7
—_— N—’ Y— —
j— q) —
— Bl [@)) § — %
= = £ o
- = 2 5
o 0 S No TE domain detected
— — c
(@]
——— 9 LILJ)
— — —
. —y - 8 ]
= == — - >4 ]
I I I I I I I I I I o I I I I I I I I I I
0 500 1000 1500 2000 2500 500 1000 1500 2000 2500 0 500 1000 1500 2000 2500 0 500 1000 1500 2000 2500

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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consensus before TEtrimmer (bp)
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