Start crop Point End crop Point

1 MSA length = 5096
------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAACGAGGCTTCTGTTGAGTTATATATTCTGTG
----- ICAGTTIEAITTT ATBAA - - - e .. CTACAATTTTATACGTTTAACGAGGCTTCTGTTGAGTTATATATTCTGTG
ATTTCACAGHET CBCATIIAB T AAA - - - - - - - - o oo oo e oo oL Lo
------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAAGAGGCTTCTGTTGAGTTJTATATTCTGTG TAGHEAATT - - - - ABAAAATTTT
ATTTAAIAiITITAAT— —AIEAAITACATATAAAATTTTAGCGTACCCGAATTCTTAAAAAGAATAAGTTTTAT ------------------------------------------------------------ I I .AITTTATTAAAAAATITTT
ATATCACAN- - - ------ AAIIA A A - - - e e e et e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e ieeeaoa--
ATATAACAGTTCTCATTTAATAAAAAAATATAAAATTTTACCGTTTTCGATTTCTTAAAAAGAATAAATTTTAT - == -n-=--- CTACAATTTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGTCERTHEBTAEHN- - - - -------------
ATATAACAGTTCTCATTTAATAAAAAAATATAAAATTTTACCGTTTTCGATTTCTTAAAAAGAATAAATTTTAT - === - -- CTACAATTTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGTGETRETAGHE- - - - - - - - - --------
- -ATAACAGTTCTCATTTAATAAAAAAATATAAAATTTTACCGTTTTCGATTTCTTAAAAAGAATAAATTTTAT === - == - - - CTACAATTTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGTCGRTHCHMARE - - - - - - - - - ------- -
------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAACGAJJGCTTCTGTTGCGTTATATATTCTGTG AATTTAATAAAAIATTI!
------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGTG - - - -TTAAT----AATTTT
------------------------------------------------------------------------------------ CTACAATHTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGTG e
- -ATAACAGTTCTCATTTAATAAAAAAATATAAAATTTTACCGTTTTCGATTTCTTAAAAAGAATAAATTTTAT == == - == - - - CTACAATTTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGTGRTEMTARE- - - - - - - - - - - - - - - - -
------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGTG - - - -TTAAT----AATTTT
------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAACGAGGCTTCTGJIGCGTTATATATTCTGTG- - - - - - - - - - - - - AATAAAAAARRTTT
------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGTGCIAIAAGT TRTTGAAAAAT - - TT
------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAACGAGGCTTCTGTTGCGTTATATATTCTGT G = = = = = = = = = = m s mm e m e m e o e e e i m et e i e o e e me o e meamemam o

------------------------------------------------------------------------------------ CTACAATTTTATACGTTTAAC- - - - CNCHERE- - - ---------------Bc@iTA T
------------------ AATABA - - - - - - c o e CTACAATTTTATACGTTTAACGAGGCTTCTGT -GAGTTATATATTCTGTCET TAGACAAAT
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.
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.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 5392bp; fragments: 2816; full length: 0 (>=4852.8bp)

divergence to consensus (%)

20

15

10

5

—
- [ — = —
= —
—? —
_ = — —————
= — ——
[ [ [ [ [
0 1000 2000 3000 4000 5000

TE consensus (bp)

coverage (bp)

400 600 800 1000 1200

200

After TEtrimmer Extended plot Blue lines are boundaries

HHF’AM

I I I I I
1000 2000 3000 4000 5000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

1000

3000 4000 5000

2000

I
1000

2000 3000 4000
TE consensus self dotplot (bp)

I
5000

No TE domain detected

I I I I
1000 2000 3000 4000
TE consensus structure and protein hits (bp)

I
5000




divergence to consensus (%)
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TE: rnd_5 family 6946
size: 1046bp; fragments: 1076; full length: 0 (>=941.4bp)
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After TEtrimmer ORF and PFAM domain plot
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ynsensus before TEtrimmer (bp)
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