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MSA length = 5161
T T A T T A T T T A T A T T T A T T T A TGT A T T - - - T AACGTGCAAACG - - T AAACA T CCCCACCAA TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAAGGAAAAAAAAAAAAAGT - - - - - AGCACA T AAGT T T AGT A T T T T T T T AGA T A T - - - - - - - - - - GGAA T T A T AA
T AA T C T T CAA T A T T T T ACGAAGT C T T - - - TGT CAAGCA T T TG - - CAAGT A T CCCCACCAA TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAA TGAAAAAAAAAAAAGT A - - - - - - - - - - - T AAGGT AA T T AC T CA T T T AAA TGAAGCAA T TGA T T CAC T T C T AC
T AGAGGTGAGTGT T TGC T TGA T T T CC T C T T AGCA T ACAA T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAAGGAAAAAAAAAAAAAAAAAAAAGGGAA - - - - - - - - - - - - - - - - - TGCAA T A T T AGA TGCA T A TGCCCCA T AA
T T AAGACCAA TGTGGTGCAAGGT AC T CCA - - - - - - - - - - - - - - - - - - - - - - CCCCACCAA TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGGGTGC T T - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAAGGAAAAAAAAAAAAAAA - - - AAGGT ACAGAAAACAAAAGACCGC TGGAGT A T CACAAGAGT T A T CGA T A TGA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AA T T AACGA T CG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAAGGAAAAAAAAAAAAAAA - - - - - - - - - - A T AA T C T CAC T A T T CA TGT ACAGGCACAA TGTGT T AGA T T T A T AC
T C T AGC T AGAAAAGGAGCGAACAC T CCAC TGGACCAGAACCGT CCAAGTGGCCCCACCAA TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AAAAAAAAAAAAAAAAAAAAAAAAAAAAAAACC TGGC T T TGGT AGCCC TGAGAC TGT A TGA TGAGT T TGA T C TGT AA
T CAA T T ACGT T AC T T AAAGAACC T T T A TG - - - - - - - - - - - - - T A T AGAA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAAGGGAACAAAACAAA T T T AAAAAAA T T T - CACCCC T AA T A T CCCC T AGGGCA T - - - - - - - - - - GAA T T TGCAA
T A T ACGT CACCA T T T CAAAAAGAAA TGCA T AA T AAAA T T CC T AA T AGACGT CCCCACCAA TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAAGGAAAAAAAAAAAACGAAAAAAGAAAA - - - - - - - - - - - - - - - - - T T AAACC T - - - - - - - - - - A T ACCACCAA
T T T ACA T CGGT A T C T AGAGAAGA TGTGAA - - - - - - - - - - - - - T A T AGAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAAGGAAAAAAAAAAAAAAA - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA T CGT CAGACGGGT T AGACAAGT CA
T T AC T T T T ACCAGCGAC T T AAGT CGCCGGTGACCGGCGACCGT A T AGAGA T CCCCACCAA TGT A T T C T CGGT T TGACGGACCGGTGGGGC T TGTGTGC T T - - - - - - - - - - T T T CCGGCACAGGACGGCCCC T T AGCAAGGAAAAAAAAAAAAAAAGT AAAAA T ACACGGA T T T AA T A T T T A T T T AAA T A T ACAAAACGT T A TGT C T A T AA
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TE: rnd_4_family_1622.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 5161bp; fragments: 7427; full length: 53 (>=4644.9bp)
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TE consensus self dotplot (bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 5161 bp
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TE: rnd_4_family_1622.fasta.b.bed_uf.bed_g_1.bed_fm_1.bed_0_0_n.bed_g_1.bed_fm_2.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 5473bp; fragments: 7427; full length: 47 (>=4925.7bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_4_family_1622
 size: 4098bp; fragments: 8339; full length: 71 (>=3688.2bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

10
00

20
00

30
00

40
00

50
00

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000

0
10

00
20

00
30

00
40

00

TE consensus self dotplot (bp)
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Before TEtrimmer 4098 bp



0 1000 2000 3000 4000 5000

ORF20

ORF1

ORF19

ORF2

ORF18

ORF17

ORF16

ORF15

ORF5

ORF14

ORF13

ORF12

ORF11

ORF10 ORF9

ORF3

ORF8

ORF7

ORF4

ORF6

DUF4780 Exo_endo_phos_2 RVT_1 RNase_H

After TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



0 500 1000 1500 2000 2500 3000 3500 4000

ORF1

ORF17

ORF16

ORF15

ORF4

ORF14

ORF13

ORF12

ORF11

ORF10 ORF9

ORF8

ORF2

ORF7

ORF6

ORF3

ORF5

DUF4780 Exo_endo_phos_2 RVT_1 RNase_H

Before TEtrimmer ORF and PFAM domain plot
ORFs
PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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