
Start crop Point End crop Point

MSA length = 4520
T T T AAAAAA TGCACGA T C T T T T T T TGCGAAAAAAAC T CA T AGTGT T CC TGAC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
C T AAAGGGA T CCAAA - - - - - - - - T A T AGAAAAAAACCGGTG - - - - - C T C - AC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAACGGGAA T T TGAG - - - - - - - - - - T T A T AGC T T A TGT T A T A T A T T T T T T T AAA T A T T TGAA TGT A T T ACAAC T T
T ACGT AAAA T CCAAGGGT AA T CCAAGCAAGGT T T A T T CC TGT T C T T C T TGAC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - T T A T TGC T T A TGA T A T A T A T T T T T T TGGA T AC T CGAA T T T A T T T CAA T A T
- - - A T A T AA T AC - - - - - - - - - - - - - - AAGGCGACGAC - - - - - - - - - - - - - AC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T T AAAAAA T CCGAGA T CAAC - AAAC TGGCAGC T T T T T AAA TGT T A T CA T AC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - T T T T AGC T CA TGA T A T AGA T C T A T T T AAA T A T C TGCA T T AA T T T CAA T T C
T T CA T A T AA T A T AC T A TGT A T CCCGGAAAGTGT CCA T T ACA T T AGC T T CGAC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - T T A T AGC T T A TGACA T T TGT T T T T ACAAACA T T T AAAA T T A T T T AAA T T T
T T AACA TGA T A T AA TGC TGC T CAAAC T AAA TGAAAA T CA - - A T T A T T A T AAC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
T ACAC T CAA T AACGGT C T CCC T CAGT CAAGCGA T A T T CC T A T T ACC T C TGAC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - T T A T AGT T T A TGA T A T A T A T T T T T T T AAA T A T T TGAGT T T T A T T CAA T T T
AGT AAAGA T T T T CGT T T CAAC T T T ACAGGGCAGT T AC T A T T T - T T A T C T AAC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
A T A T T AGAACACACA TGT CAC T T T A TGGAGT AA T T A T T A T A - - - - - T T C T AC T CGTGTGAAGT TGGCACCC T T T T T T CAAAAAA TGAAC TGGAA T T TGAG - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - -
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TE: rnd_4_family_602.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_bc.fa_ce.fa_gs.fa_bc.fa
 size: 4520bp; fragments: 23824; full length: 0 (>=4068bp)
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TE: rnd_4_family_602.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_bc.fa_se.fa
 size: 4688bp; fragments: 23815; full length: 0 (>=4219.2bp)
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TE: rnd_4_family_602

 size: 694bp; fragments: 6589; full length: 401 (>=624.6bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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