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MSA length = 7004
GGCGCGT AGGA T A T TGCA T T AAA TGGAA T AAA T AA T AA T T CGGGT C T - - - TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAAAG - T T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T AAAAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACAA T ACC T A T A T - - - - - - - - - - - - T T T T T T A T - - - - - - - - - - - - - - - - - A TG
- - - - - - - - - - - - - - CAGAA T A T CAA T AA T AAGTGT AAAGT AAA TGT A T T A TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAAAA - T T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T AAAAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACA T AA TGT A T ACAG - A T AAAAC T A T TGT T T T T T A TGAAGA TGT CCAAAGAGT
T T CC T T T AA T T TGT - - - - - T A T T TGGAA T AA - - - - - - - - - - - - - - - - T T A TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAAAG - T T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T AAAAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACAA T A T T AAGA T A T T T A TGT T T T T T A T T T T AA T A T AAGGGT CCCCAAAGCGG
TGGAAA T TGT T T C - TGCA T CGGCA TGAAGAA T T AAAAAA T AAAAC T T - - - TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAG - - - T T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T AAAAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACAGT - - - - - A T CAA T A T AACA - - - - - - - - - - - - T CAGAGACA T T T TGAAAAA
A T T AGAA T T A T A T T T A T AACAA T T T T AA T AA - - - - - - - - - - - - - - - - - - - TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAAAAGT T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T A - AAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACAC T - - - - - - - - - - - - - - - - - T T T - - - - - - - - - - - - - - - - - - - - - - - - AAAA
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAAAAGT T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T AA - - - AAAAAA T T T T A T T T T T C T T A T T CGC T C T T ACA T AA T A T A T A T AGT A T AGA T - - - T A T A T A T A T A T AGAGA T A T A T A T AAGAG
- - - - - - - - - - - - - - CAGAACA T CA TGGA - - - ACGCAAAA T AGAAG - - - - - TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAAAAGT T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T AAAAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACAGA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AGG
C T AC T AA T AAA T C - T A T A T T A T CCA T AA T AAA T A T T AA T T T AA T T T T T T A TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAAAAGT T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA TGAAAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACA T AAC T T A T T CAA TGT T A T T T T T T TGGT T AGT T T T AAGGGGT T AAGT - GGT
T T T T AA T T AGT AA T AACAACAGT T T TGACAAGTGACA T A T CGAAA T T T T A TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAA - - GT T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T AAAAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACAA T A TGGAAAAAA T TGAAAA T T T T TGGC T T T T T TGCACA TGT T CAAA T AGG
T TGAGACCCGGA T CGAGAA TGGAA TGAA T AGGTGCCA T AAAAAAA T T C T A TGT AAGAA T T T TGTGT T T T A T T AAAGAAAAAAAAAAA - - GT T T A T A T TGA - - - - - - - - - - A TGC T A T A T AAA T A - AAAAAAA T A T T T T A T T T T T C T T A T T CGC T C T T ACA T AACAAAAGT AAGT A T AAA - - - TGAAAAA T T ACCAGTGCA T T AAAAA TGC
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TE: ltr_1_family_802.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 7004bp; fragments: 3031; full length: 1 (>=6303.6bp)
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TE: ltr_1_family_802.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7304bp; fragments: 3027; full length: 1 (>=6573.6bp)
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co
ve

ra
ge

 (
bp

)

0 1000 2000 3000 4000 5000 6000 7000

0
10

00
20

00
30

00
40

00
50

00
60

00
70

00

TE consensus self dotplot (bp)

T
E

 c
on

se
ns

us
 s

el
f d

ot
pl

ot
 (

bp
)

0 1000 2000 3000 4000 5000 6000 7000

TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries



0 1000 2000 3000 4000 5000

0
5

10
15

20
TE: ltr_1_family_802

 size: 5041bp; fragments: 184; full length: 1 (>=4536.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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