
Start crop Point End crop Point

MSA length = 4764
GAAAA TGCAAGAAAGAA T A T AAAA T T A - - - - - - - - - - - - - AA T TGA T T AGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAA T T AGT T T AC T T T ACCAA - - AAA T CCC T T A T T T A T C T CGAA T T T TGACCG
T ACAAAA T AAAAAAGT T A T T T T T TGT AA - - - - - - - - T AA - ACCAA T T TGT T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T T TG - - - - - - - - - - - - - - - - T CAGTGGTGT T T T AC T AA T AAAACAAA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A T C T ACAA T C T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T A T T AAAAGGAAA T T A T T T AG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CCCCA T T CACAAAC T C T T T CGT AA - - - AAA T ACA T T C T - - - - - - - - - - - T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T - - - - - - - - - - - - - - - - - - - - - - - - - ACACA T T ACA T A - - - - - - - - - - - -
- - TGGCA T T AAAAAGTGTGT AAGAGT A - - - - - - - - - - - - - - - - - - - - - - C T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAGT ACCAAA T T T T AAAA - - - AACAAAA T A T A T T A T T T T T A T T T ACCC T T T
AA T T A T T TGGA T A T A T T TGTGAAAA T A - - - - - - - - - T AAA T AGT AGGT AGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGGT AGT AAGT A - T A T T AA - - T AAAAAA TGA T T TGACCCAA T T CGAA T T TG
T AC T AGT C T AAGC T AC T CA T T A T T ACA - - AC T A T AA T AAA T AA T AAAAAC T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T AGACCA T CCC - - - - - - - - - A T AAAA T AAA T C T AAA T A T A T - - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACACACACGACGCG - T AAGG - - - AGAACCACAGT T TGT A T TGAAA TGAAA T T T
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAGGAACAGA T T - T A T T AA T CAAAAA T AGGAAACGTGAGGGT CC T CGT CCG
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T T AA T T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAGGAACAGA T T - T A T T AA T CAAAAA T AGGAAACGTGAGGGT CC T CGT CCG
C T T T T T T T T T AAA T T T T AGT C T AA T AA - - ACAA T A T TGAAGAA T AA T T AA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAA T T AA T AGA T AC T A T T AA T T AA T T T AGT T AA T AACA T CCA TGAAAAA T T A
AGT AGT A T CAA T A T AGT T AACAAAGAAA - - - - - - - - - - - - C T C T AGTGT A T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA T T AAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T A T AACA T C T A T CA T AAA T T T AAAGTGAAAAAGAAAAA T AACC T CCA T T T
CGTGT T T C T CA T A T AC T T A T T AAAGAA - - - - - - - - - CAA - A T T T A TGT CC T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA TGT C - - - - - - - - T AGGAAGTGGT T AGGTGACA T AAGT T T A T CC T TGT T T A
- - - - AAACAAAGAGA T T TGT T A T A - - - - AAA T ACA T T AAA - - - - - - - - - T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGGT A T T T T T T T - T A T AG - - - AAAA TGACA T T C TGAA T AGAA T - - - - - - - -
CA T T T T A T AAAAA T ACGAA T T A T AAAGAAAA T A T T T T AAAAGA TGGTGGGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGTGG - - - - - - - - - A TGGAA T AAAAGC T T AGT T T A T A T CAAGGC T T AGC T T
T T AAGAA T AA T AA T AAA T T T AAAAA T A - AAA T A T A T T AAAAAA T CAAAAGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T AAA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAAAA - - - - - - - - - - - - - - - - AAAAACA T AAA T T A T A T A T T T A T CCA T TGG
TGT CCAC TGAGAA TGCC TGCA T TGGAG - - - - - - - - - GAGA TGC T AAA T A T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAAA T A T A T T A T T - T A T AA - - - AAACGGC T T C T T T AAA T T TGCGC T T T T T CC
T C T TGA T T AAAAAGCC T TGT T AAAACA - - - - - - - - - - - - - T A T T T AAA T T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAA T CAAAGT A T T T T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T C T C TGT AA TGT TGT C TGT T A T AAAGT - - - - - - - - - AAAAACCAGT AAGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AAA T AA T AA T T AA T AA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAG - - - - - - - - - - - - - - - - - - - AAGT AGGT AA T A TGT T AC T AGA T A T AC T T T
C T T T TGT T CGGCAA T C T TGT T T T AA T A - GGA T T T T A T - - - C T C TGT TGGC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AA T AAA T AA T T A T AAA T T A T A T AAA T A T AAAA T C T AAGT A T T T T ACAA - - - - - - - - - - - T AC TG - - - GAGTGTGCAA T AAACAAA T AGAGACAACAC
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AA T AAA T AA T T A T AAA T T A T A T AAA T A T AAAA T C T AAGT A T T T T ACAA - - - - - - - - - - - T AC TG - - - GAGTGTGCAA T AAACAAA T AGAGACAACAC
CA T A T C TGGAC T A T AA T T T CGGAAGT C - - - - - - - - - - - - - T A T T AC T A T T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T A T - - - - - - - T T A T A T - - - AAACGGT TGA T T T TGC T AAAA T - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACGT A T T T CA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T T T AGT T T A T T - - - - - - - - - A T CGGT ACAC T AGGT A T A T AA T T T T AC TGG
C T C T T T A T T T T T A T T C T TGT - - - - - - - - - - - T ACAGCAAGT TGT A T T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T C T AAA T AA T AA T T AA T AA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGT T A T T A T A T T T T AAGG - - - GT A T A T A TGGT A T AGA T A T A T A T T T AA T T T
T T T T AGACGAAAA T C T A T T A T CAAAAA - - - - - - - - - - - - - T AGT ACGACA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T T AA T T AAC T - - - - - - - - - AAGT T TGT AAGAAGAAAA TGT CA T CCA T TG
T TGT A T T A T AA T AA T T A T A T T A T A T TGAA T ACA T A T T AA TGGGAGAAAAGT A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T TGT CA T T T T CCA TGA - - - AAA T T T A T T T T TGAACAAAAAGGT AA T T T T
AA TGCGACGAAAAAAA T C T T T A T AGAA - - - - - - - - - CAAAAAA T AA T AA T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAA T AA T CA T A - - - - - - - - - - - T AA T A T A TGA T C T T CGT T AA T AA T TGT T T T
AAA T AA TGGAAAAAC T T T T CAC T AGT A - - - - T A T A T TGA - GACCCA TGAA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAA T A T AC T T A T T - - - - - - - - - AA T A T A T T T A T T T AAA T AAAGA - - - - - - - -
- - - - - AA T CAAAAA T A T TGT TGT A - - - - AAA TGTGT T AA - - - - - - - - - - - T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T AA - - - - - - - - - - - - - - - - - - - - - - GCA TGT CACA TGAA T T T CAAACC T
GT CAAAGA T AAA T TGGC TGC TGAAGGGG - - - - - - - - - AAAGGGTGGT T A T T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAGCC T CCA T A T T - T T T AGT T T AGAAAAACGT CAAAAA T AAA T T AGC TGC TG
T T C T AGAGAACAAAAA T A T C T AGA T CG - - - - - - - - - - - - - AGC T A T T C T A T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T T AA T AA T T A T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACA T T C T ACACA T C - T A T AA - - - AAA T C TGC T A T CGA T T TGT AAGC T T T AC T C
T T TGTGT CAGCAGAACACA T CA T AGAGA - - - - - - - - - - - - AAGT AC T T CA T A T AA T A T A T T TGAA T A T A T T T T T A T AAA T AA T AAAA TGAAA T T A T T T AG - - - - - - - - - - T C T AA T AAA T AA T T A T AAA T T A T A T AAA T A T AAAA T C T AAGT A T T T T ACAC T T CACA TGT A - - - - - - - - - AAAA T T A T CACC T A T AGA T A T A - - - - - - - -
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GCA T AACAA T - - - - - - - - - - - - - - - - - - - - - - - - - - AAA T AA T AGAAC T A T T T AAC T T AA - - - - - - - - - - T C T AA T AAA T AA T CA T AAA T T A T A T AAA T A T AAAACC T AAGT A T T T T ACAC T T AA TGT A T T - T ACAA - - - AACCAAAAAA T AGA T ACC T ACA T A TGT T A T
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TE: ltr_1_family_878.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_se.fa_cel.fa_cer.fa_gs.fa_bc.fa

 size: 4764bp; fragments: 211; full length: 24 (>=4287.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 4764 bp
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 size: 5064bp; fragments: 211; full length: 24 (>=4557.6bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_878

 size: 4237bp; fragments: 114; full length: 24 (>=3813.3bp)
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No TE domain detected

Before TEtrimmer 4237 bp
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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