Start crop Point End crop Point

1 MSA length = 16774 1

—————— T.A.T— - - -AA AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-=-=-=-------CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTAC-=-=-=-=-=-=-=-=-=---
—————————— T AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG=-=---------CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT TTHINACAA
AAT T.A.TTTT AT AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-=-=-=-=-=-=-~--- CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT TERRCAA
————————————————————————————— AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-=---------CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCT TETTIETCAA
CTTTHAA AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-=-=-=-=-=-=-~--- CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTAC TET TEBAAAA
TTTTHRAA AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-=-=-=-=-=-=-~--- CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT THTCATCAA
C--- AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-=-=-=-=-=-=-~--- CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT T CAA

AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-======-= =~ CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT TGIA ————————
AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG === ====-= =~ CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCCTACT AAAA.TITTG TA
AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGGTG-==-====-= = - CCACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACTYE - -GEGEmC T THCEh TEal - - - - - - - ------=---=- - - - - -=-=-----
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i
size: 16774bp; fragments: 16454; full length: 96 (>=15096.6bp)

divergence to consensus (%)

25

20

”m M

Hlf

\I‘
'U

10

IlI

l

l
m

5000

10000
TE consensus (bp)

15000

coverage (bp)

3000

5000 6000 7000

4000

2000

1000

After TEtrimmer 16774 bp

———

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)

WY %
7/2 I I I \N
0 5000 10000 15000

No TE domain detected

v W

{

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




fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 17074bp; fragments: 16454; full length: 73 (>=15366.6bp)

divergence to consensus (%)
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TE: rnd_4 family 733

size: 14074bp; fragments: 12196; full length: 133 (>=12666.6bp)

divergence to consensus (%)
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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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