
Start crop Point End crop Point

MSA length = 7445
CA T T T AACAA T AACACAAA T TGAAGAA T AAAAC T TGGT T T T T - - - - GT C T TGT AA TGAAGT CCCCA T A - T A T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACAGT C - - - - - - - - - - - TGT T ACA TGT T AA T T C TGA T A T AA T T AAAA - - - - - T
T A T T AGA T AA T T A T T T A T T T A T T A T T AAA T AA - - - - - - T - - - - - - - C T T T TGT AA TGAAGT CCCCA - - - - T A T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT T AGT AA T AGA T C T A T - - AGAAAAAAAGAC TGT T ACAGAGTGGT T A T AAAAAA T AGT CA T T T T T AAAAGT CAA TGCAAA T AA T T TGC
TGT T CAA T A T - - - - - - - T T C T TGACCAAA TGGCGA - - C T C T T T AA TGT A T TGT AA TGAAGT CCCCA T A T A T T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAAAAAAAAAGAC TGT T ACAGT A T AA T T T T T AAAGA TGC T T TGT T A T TGT TGT T A T AGA T AC T A - - - T T T
AAA T AAAAA T A T AGT T A T A T C T A T CA T T A T AACGT - - - - - - - T AAGAGC T TGT AA TGAAGT CCCCA T A - T A T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACAAGC T A - - - - - - - - - A T T AC TGT T T C T A T A T T CA T A T A T T AACGA - - - - - C
AAA T A T A T A TGCA T A T A T T T T T AACCGAGACAAGG - - - - - - - - - - - GGAGTGT AA TGAAGT CCCCA T A - T A T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACACCA - - - - - - - T AAAAA TGGT AA T T T A T TGA T AGCCC T A T T T AAGA T T A T T
T AA T T A T T A T T CA T T TGT C T T ACGCGACA T AAA T C - - - - - - - - - C T A TGT TGT AA TGAAGT CCCCA T A - T A T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACAAAA TGAA T A T ACAAAGC T A T T AGT CAGTGAGAGACGGGTGAAAGA - - - - T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T CA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
- - - T T T A TGCC TGGA T C T CC T C T AGC T AA T CGT T T AA T CCC T - - A T CCAGTGT AA TGAAGT CCCCA T A - T A T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C
CC T CGT ACGT CCGGA T T T T T T CAAAAA T AAGA - - - - - - - - - - - - - - - - - - TGT AA TGAAGT CCCC - - A T T T T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T A T TGT AAAC T A T T T TGGCGACCAACCGGCGA - - - - - - T A T T T AAGA TGC TGT AA TGAAGT CCCCA T A - - T T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACAA T T T AA T T A T - - - - - - - - - - - - - - T T T T AAAAA T AGACCAAGAA - - - - - T
T A T TGGGT - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T C T T TGA T A T A T TGT AA TGAAGT CCCCA T A T T T T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACAAAA - - - - - - - - - - - GA T AA T AAA T C TGCCGAAAAA T TGT T AACA - - - - - C
TGT T CC TGT T TGGT T TGTGT T T AACGT T A T A T CGA - - - - - - - - - A TGTGT TGT AA TGAAGT CCCCA T A - - T A T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT T AGT AA T AGA T C T A T AGAGAAAAAAAGAC TGT T ACAGTG - - - - - - - - - - - TGT AC T CAACA T T T AAAAGT T AAGT AAAAA - T T T T T
T A T T TGT T A T T CAGAAAC T A T T TGAAA T ACGGGC T AA T T - - - - - - - ACA T TGT AA TGAAGT CCCCA T A T T T T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT T AGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACA - - - - - A T T A T AAAA - - - - - - - - - - T T C TGAAGGAA T T T T T A T CAGT T T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - T A TGAAGT AA T T CC - - - - - GTGC TGT AA TGAAGT CCCCA T A - - - T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACAGTG - - A T T A - - - - - T ACGGT A T T T T T T T T ACGT T T AAA T T AAGT - - T T TG
- - - - - - - - - - - - - - - - A T T T T CAAAAACAAAAGGGAAACC T T CAA - CAGT TGT AA TGAAGT CCCCA TGT A T T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT T AGT AA T AGA T C T A T AGAGAAA T AAAGAC TGT T ACACAG - - GTGA T ACAGGA TGT TGT CC T A T T ACCCGTGCAACAGAAA - - - - - -
AGT T T TGAGT A T AAA T A T T T T T AAGAAAGT AACG - - - - - - - - - - - - - - - - TGT AA TGAAGT CCCCA T A - T T T T T T T T T T AA T T T CGT CAGT T AAA T TGAA - - - - - - - - - - CGT C T AC T CGGCGT CAGT AA T AGT T C T A T AGAGAAAAAAAGAC TGT T ACAAAC T AAA T T T AAAA TGTGCAAAC T CAAAAAGGCCAAGGT AAA T AAC T T TG
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TE: ltr_1_family_723.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: 7445bp; fragments: 2310; full length: 0 (>=6700.5bp)
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No TE domain detected

After TEtrimmer 7445 bp
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TE: ltr_1_family_723.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7746bp; fragments: 2309; full length: 0 (>=6971.4bp)
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TE consensus self dotplot (bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_723
 size: 5225bp; fragments: 983; full length: 0 (>=4702.5bp)
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TE consensus self dotplot (bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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