
Start crop Point End crop Point

MSA length = 4294
T T AA T T T AA T T T T T T T AA T T A T C T T T T T T T T T T TGA T T T A T T T T AA T AAC TGT AGTGT ACAA T AGT T T AGAGA T T CC T A T T A TGT AACAAC TGT AC TGTG - - - - - - - - - - GCAAGT AAGCAGTGT T T T A T T T AAAGCCCAGTGT T C T AGAGT A T T C T ACAA T A T CAACA T T - AAAAA T CAAA T CCCC T T T TGGGGT T CAAACGAGT TGT A
T TGT AA TGGGGT T T T AAA T T CC T T T T T T T T T T T T AAA TGA TGT TGA TGTGTGT AGTGT ACAA T AGT T T AGAGA T T CC T A T T A TGT AACAAA TGT AC TGTG - - - - - - - - - - GCAAGT AAGCGGTGT T T T A T T T AAAGCCCAA TGT T C T AGAGT A T T C T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTG
T C T AAAAA T AGGT T T AAA T T T T T - - CCCC T A T T CAGT T TGTGACGCC T TGTGT AGTGT ACAA T AGT T T AGAGA T T CC T A T T A TGT AACAAC TGT AC TGTG - - - - - - - - - - A T AAGT AAGCAGTGT T T T A T T T AAAGCCCAGTGT T C T AGAGT A T T C T ACAC T A T T AA T A T T T AAA T A T A T AA T T T T CGCC TGT T A - - - - - A T AAAC T ACG
T CAC T T AAGGA T T T T A T A T A T T - - - - - - - - - - - - - - - - - - - - - - AGT A T A TGT AGTGT ACAA T AGT T T AGAGA T T CC T A T T A TGT AACAAC TGT AC TGTG - - - - - - - - - - ACAAGT AAGCAGTGT T T T A T T T AAAGCCCAGTGT T C T AGAGT A T T C T AC - - - GT AAA T A T C T A T A T A T A T AA T T T A T C T C TGT TGT T CGTGCAAGT T C TG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGA T A T C T AAA T C TGA T A T T T A TGAGT T TGGCC T A T ACAGACCGCG
T T T AAA TGGCACCC T CGGT A T T T T T AC T T T A T T CGAAAGAAAACA T A T CA TGT AGTGT ACAA T AGT T T AGAGA T T CC T A T T A TGT AACAAC TGT AC TGTG - - - - - - - - - - GCAAGT AAGCAGTGT T T T A T T T AAAGCCCAGTGT T C T AGAGT A T T C T ACA T T A T CAAC T T T T - - - - - - GACA T T T TGGCA T A TGGT T CA T A T AAC T TGCG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGGAGGA - GCAGCGCACAA T AGA T AGGAGAA T TGT A T CAGT T AA T AACAACAACCAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T T T AAA TGGCACCC T CGGT A T T T T T AC T T T A T T CGAAAGAAAACA T A T CA TGT AGTGT ACAA T AGT T T AGAGA T T CC T A T T A TGT AACAAC TGT AC TGTG - - - - - - - - - - GCAAGT AAGCAGTGT T T T A T T T AAAGCCCAGTGT T C T AGAGT A T T C T ACA T T A T CAAC T T T T - - - - - - GACA T T T TGGCA T A TGGT T CA T A T AAC T TGCG
T C T AAAAA T AGGT T T AAA T T T T T - - CCCC T A T T CAGT T TGTGACGCC T TGTGT AGTGT ACAA T AGT T T AGAGA T T CC T A T T A TGT AACAAC TGT AC TGTG - - - - - - - - - - A T AAGT AAGCAGTGT T T T A T T T AAAGCCCAGTGT T C T AGAGT A T T C T ACAC T A T T AA T A T T T AAA T A T A T AA T T T T CGCC TGT T A - - - - - A T AAAC T ACG
T TGT AA TGGGGT T T T AAA T T CC T T T T T T T T T T T T AAA TGA TGT TGA TGTGTGT AGTGT ACAA T AGT T T AGAGA T T CC T A T T A TGT AACAAA TGT AC TGTG - - - - - - - - - - GCAAGT AAGCGGTGT T T T A T T T AAAGCCCAA TGT T C T AGAGT A T T C T ACAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGTG
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TE: ltr_1_family_545.fasta.b.bed_uf.bed_g_3.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: 4294bp; fragments: 3191; full length: 0 (>=3864.6bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

1000 2000 3000 4000

50
0

10
00

15
00

20
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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No TE domain detected

After TEtrimmer 4294 bp
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TE: ltr_1_family_545.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 4594bp; fragments: 3137; full length: 0 (>=4134.6bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_545
 size: 3771bp; fragments: 588; full length: 1 (>=3393.9bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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