Start crop Point End crop Point

1 MSA length = 16909 1
I ‘GAAT AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG === === ===- CCGCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCG CCCTCTACT
-

AAAC AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG === === =-=- CCGCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTHA - —TITGGAGA
—————————— AITAGIGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG— ---------CCGCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTMA---TTAGAAA
AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG === === =-=- CCGCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTHG - - —TTAIAAA
—————— AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG === === =-=- CCGCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTAIT— —GCTTIAGATA
AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG === === ===- CCGCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACT--ACT - - - —IAG
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AGTAGAGGGCGGTGGCCGATTCTACGCCCACCACACGGTGGAGGCAGCGG === === =-=- CCGCTGCCTCCACCGTGTGGTGGGCGTAGAATCGGCCACCGCCCTCTACTM-ACT - - - —AAA.TTA-GCGTTTC ----A
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i
size: 16909bp; fragments: 16713; full length: 79 (>=15218.1bp)
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ta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa gs.fa
size: 17209bp; fragments: 16713; full length: 38 (>=15488.1bp)

20 25
|

15

10

divergence to consensus (%)

L«an\

I

I

;H

=
| — _—
==
=—
=
. ——
T —
e e
%E:_ —— =
P _ T ——
= —
I e I
e ———=
=== — — - — - — %
_— =—————— — -_—
- —_— -
I = — R
B
i —— —— L=

|

10000

5000

TE consensus (bp)

15000

coverage (bp)

3000

7000

6000

4000

1000 2000

0

After TEtrimmer Extended plot Blue lines are boundaries

I I I
5000 10000 15000
TE consensus genomic coverage plot (bp)

TE consensus self dotplot (bp)

15000

10000

5000

TE consensus self dotplot (bp)

N %
% A
0 5600 10600 15600

No TE domain detected

>
>>

>>

1\AV\

5000 10000 15000
TE consensus structure and protein hits (bp)



TE: mnd_4 family 735 Before TEtrimmer 15107 bp
size: 15107bp; fragments: 11047; full length: 128 (>=13596.3bp)
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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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