
Start crop Point End crop Point

MSA length = 2903
T T CACCAGAAA T T AA T T CA T T TGC T AA T TGT AAACAAAC T CA - - ACACC TGGGCCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGT T C T ACAC T TGT T ACAGT TGT AGA T T T TGAGT T ACACGCCCC TGGT T T - - - - - - - - - - - - - - - - - - - - - - TGT T T T AACCA T T T T CA T - ACC
A T C T T T AAAAA T T AA T T A T A T AAA T AA T TGTGAAA T A TGTGAAAGAAACAAGGGCC T A T AACACAAGACC TGAAAG - - - T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T T AAA T CC T T T CA T AACA
GT C T C T A T T AA T CAACACA T T T A T T AA T AGCA T T A T T T T C - - - CA T ACCAGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACCAGT T C T ACAC T TGT T ACAGT TGT AGA T T T TGAGT T ACAGGT CCCAGGTGC T CAAAAA T AGA T T TGGT A TGT A T T CACCGGAAA T T AC T A - - - - -
T T C T AGAAAA - - GAAGAAA TGCAA TGAGT AC - - - - - - - - - - - AAAGT T C TGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGT T C T ACAC T TGT T ACAGT TGT AGA T T T TGAGT T ACAGGCCCC TGT T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - - - - - - - - - - GCAGA T T T AGGGTGGC TGCAGCGACGT CCA - AACAGC TGGGACC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGT T C T ACAC T TGT T ACAGT TGT AGA T T T TGAGT T ACAGGACGC TGGT T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
CAC T ACGT A T A T ACAGAAACCAGC T TGT T AA TGGC T T T T T - - AGTGACCAGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGT T C T ACAC T TGT T ACAGT TGT AGA T T T TGAGT T ACAGGCCCCAGCAAG - - - - - - - AGGAAC T T T TGT T T AAA T AC T T T AGT T T T T T A T - - - -
GT T C T AAAAA - - GAACAA TGT T - - CGAC TGCAAGGT C TG - - - - - - - - - C TGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T TGA T AAGA T C T ACAC T TGC T ACAGT TGT AGA T T T TGTGT T ACAGGCCCC TGGT AAA T ACAA T ACAACACAA T T CA T - T AAACCAAAAAC T CC T A - A - - -
A T T C TGAAAA - - A T AA T T T TGT AA T AA T AA T AAAAACAA T CAAACGACC TGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGA T C T ACAC T TGT T ACAGT TGT AGA T T T TGTGT T ACAGGCCCC TGAAAG - - - - - - - - - - - - - - - - - - - - - - - - - - C TGAAAA T CCACA - - - - -
TGCCGCA T A T T CGCA TGCGT A T CACAGT T C T AGGACGGT T CAAAA T A T CAGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGA T C T ACAC T TGT T ACAGT TGT AGA T T T TGTGT T ACAGGCCCCAGGTGT T AAAAGT A T T AC T T T T T ACC T CC T T AC T CACAGT CCGCA - - A T A
C TGGT AA T AA - - GTGT CAA T T T T ACAA T TGTGGGA T T T C T - - - - AGA T C TGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGA T C T ACAC T TGT T ACAGT TGT AGA T T T TGTGT T ACAGGCCCCAGGAGT A TGAAAAACGCCC T T C T CCGAA T T CACCAGT AGT T T CGA T AACG
C TGGT AA T AA - - GTGT CAA T T T T ACAA T TGTGGGA T T T C T - - - - AGA T C TGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGA T C T ACAC T TGT T ACAGT TGT AGA T T T TGTGT T ACAGGCCCC TGGTGT - - - - A T T AAAGT T T CC TGCG - - - - - - T CAAGAGACCC T AAAA T A
- - - - - CA T A T - - AAA T T AA T T T - - - - - T TGT AAACA T T CC - - - - AACACAGGGGCC TGT AACACAAGACC T ACAAGTGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGA T C T ACAC T TGT T ACAGT TGT AGA T T T TGTGT T ACAGGCCCCAGAGGCA T AAGA T CAGAA T CCGT T CCAGT ACGCAGA T T AC T C TGA - A - - -
- - - - - - - - - - - - - - - - - - - - - - - - - AGT T ACAGAA TGT C - - - - - AAAAC TGGGGCC TGT AACACAAGACC T ACAAA TGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGA T C T ACAC T TGT T ACAGT TGT AGA T T T TGTGT T ACAGGCCCC TGGAGGA T AAAA T AAGAA T T T C T T CA T A T T TGT T TGAAGA T T T CA - - - CA
- - - - - - - - - - - - - - - - - - - - - - - - - AGT T ACAGAA TGT C - - - - - AAAAC TGGGGCC TGT AACACAAGACC T ACAAA TGC T ACAC T TGT ACGC T T T TGGA T - - - - - - - - - - T CAACAAGA T C T ACAC T TGT T ACAGT TGT AGA T T T TGTGT T ACAGGCCCC TGGAGGA T AAAA T AAGAA T T T C T T CA T A T T TGT T TGAAGA T T T CA - - - CA
A T - - - - - - - - - - - - - - - - - - - - - - CAA T CAAAGAAACGC - - - - - GA T A T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T CAACAAGA T C T ACAC T TGT T ACAGT TGT AGA T T T TGTGT T ACAGGCCCC TGGAGGA T AAAA T AAGAA T T T C T T CA T A T T TGT T TGAAGA T T T CA - - - CA
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TE: rnd_5_family_6478.fasta.b.bed_uf.bed_g_2.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_ce.fa_gs.fa_bc.fa
 size: 2903bp; fragments: 92; full length: 8 (>=2612.7bp)
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No TE domain detected

After TEtrimmer 2903 bp
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TE: rnd_5_family_6478.fasta.b.bed_uf.bed_g_2.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: 3207bp; fragments: 92; full length: 7 (>=2886.3bp)

TE consensus (bp)

di
ve

rg
en

ce
 to

 c
on

se
ns

us
 (

%
)

500 1000 1500 2000 2500 3000

0
5

10
15

20
25

30

TE consensus genomic coverage plot (bp)

co
ve

ra
ge

 (
bp

)

0 500 1000 1500 2000 2500 3000

0
50

0
10

00
15

00
20

00
25

00
30

00

TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_5_family_6478
 size: 959bp; fragments: 40; full length: 5 (>=863.1bp)
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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