
Start crop Point End crop Point

MSA length = 7954
- - - - - - - - - GT A T T T AAA T A T T T T AAAAA T AC T T AC T - - - - - - - - - - - - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAC T T T AAAC - CC T T ACGT T T T T AAA T AGT T TGGA T AC TGT A T AAAAAAACA
- - - - - - - - - T T T T T T A T T T A T T T AA T T A T T AA T T A T T A T T TGACAAA - - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAC T T T AAA T CCAA T AGT T T T T AAC T T AAC T C TGGA TGGGT T T AAAAAAACA
A TGT TGGGCCAA T A T A - T CAAAAAGTGACGAA T T A T T A T TGGCCCGAAA T TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AC T T T AGT C T T T CAAAGA T CA T TGT T T A T T T A - - - - - - - - - -
AAGC T AAACCA T T T T A T CCAAA T AAAAGT A T A T T AC TGAC T ACCC T ACGT TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CC TGCAGAGAAAACAAC T CCCGGG - - - - - - - - - -
GAGGT A T A T T T A T T T A T A T A TGT - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AA TGAAGT T CA T AAAA T T T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA T T - - - - - - T ACA T AA T T T T AGA T A T AAC T A T T T CCAGCAA T AAACAAACA
T AGC TGCCC T CGAA T AA T AA TGGCA T ACAC TGGT CGT A T T T AAGTGGAA T TGT AA TGAAGT T CA T AAAA T T T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACACC T TGT T C T T T C T ACGT CC T TGAA T CAACAA TGCGTGGT T - - - - AGAGCG
TGGT T A T A T T AA T CAA T T TGT C T TGGAAA T T AGT A T T T T T T CA T AA - - - - TGT AA TGAAGT T CA T - AAAA T T T T TGAGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACAC T - - AGAC T T TGCA TGT T T T C T T T TGA T CAAAA T A T T T T A - - AAAAAA T A
T CA T T AC T T T T TGA T A T T T CAA T A TGGCAAGGT AGT T T TGGTGA T T AAA T TGT AA TGAAGT T CA T AAAA - - T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T CA TGTGA T T T T T T AA T T CAC T C T AAAA T T TGGT A T T T T T T - - - - - - - A T TGT AA TGAAGT T CA T - AAAA T T T T TGAGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAAC - GGGAAGT C T CACA - - GT AA - - T T ACC T T T T T T T AAAACA T AACA T C T AAC T T T T A - - AA T ACG
- - - - - CAA TGTGT A T A T T T A TGGT T A T T AAA T AA T T TGT T - - - - - - - - AC TGT AA TGAAGT T CA T - AAAA T T T T TGAGCAACC T TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA - - T CAA - - T T T T T A T T T T T T CA T A T AACA - - - - - - - - - - - - - - - A TGAGA
T T T TGGAA T CCGT AAA T TGACA T ACGA T AA TGACAC T T T T ACGA T CAAA T TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA - - T T A - - - - - - T CA T T T C T CCA T T CACCGCAA T ACACC - - - - - - AAAACA
CCC T CAAA T T CA T AAAGAGGAAGGTGA T AA T ACCC T C - - - - - - - - - - - A - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA - - T T AA - - T A T T CGT CCC T CAA T T T CACCC TGGT CA T CCC T A - - AAAAAA
ACAGTGGCGT AGT C TGT T T T T C T ACGGAAAAAA T A T T T T TGAAAA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGGAGT C T CACA - - - - - - - - T ACC T AA T T T A T T A T T AAA T A T T A T T AC T A TG - - T AA T AA T A
- - - - - - - - - - - A T CAAA T T A TGT AAAACAAGGT T AA T A T T AGA T T AG - - - TGT AA TGAAGT T CA T AAAAA T T T C TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - AAGGCAAC T CGGCGT CCGTGAGCC T T T C T CAAAAACGGGGAAC T C T CACA - - - - AAACACGA T AA T C T T T T A T T T AA T T TGGA T A - - - - - - - - - - - - - - -
GAA T T TGA T T CC T T CGC T TGAA T T TGAAA T TGT TGT AAC T ACGGCAAAA T TGT AA TGAAGT T CA T AAAAA T T T T TGGGCAACCC TGT A T A T TGTGT T AA T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -





0 2000 4000 6000

0
5

10
15

20
25

TE: ltr_1_family_903.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: 7954bp; fragments: 4276; full length: 0 (>=7158.6bp)
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No TE domain detected

After TEtrimmer 7954 bp
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TE: ltr_1_family_903.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 8258bp; fragments: 3772; full length: 0 (>=7432.2bp)
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TE: ltr_1_family_903
 size: 6956bp; fragments: 9712; full length: 0 (>=6260.4bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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