
Start crop Point End crop Point

MSA length = 2672
GC T ACCGGGACGA T AGT AGCA T AGT AGAAGGAAAA T AGT T T T ACAC T CCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT TGT TGCCGA T C T T CAC TGAA TGGAGAAGGCAC T T T AAGAAGAAGA - T CACAGT T C T T T CGGT AC - - - A T T TGAGAC T AGGT AACA T T AAC T AAAAA
GT TGACGAC T CAACAC TGT A T T AC T CCGGAAACGACAGCGC T AGCCACCCGAAGGC T TGAA T T T TGAAAA TGT C T T T CC T T AA T T A T TGT CGCAGGC T AA - - - - - - - - - - TGGT TGT TGCCGA T C T T CA T TGAA TGGAGAAGGCAC T T T AAGAAGAAGAAC T A T ACCAAC T T AAAAG - - - - GT T T AGT AC T CA T T AGC T - - - - - - - - AGA
GT TGACGAC T CAACAC TGT A T T AC T CCGGAAACGACAGCGC T AGCCACCCGAAGGC T TGAA T T T TGAAAA TGT C T T T CC T T AA T T A T TGT CGCAGGC T AA - - - - - - - - - - TGGT TGT TGCCGA T C T T CAC TGAA TGGAGAAGGCAC T T T AAGAAGAAGA - - - - - - - - AA T T T T AGAGCAA - A T T C T A T AA T AAA T AAC T T T T T CCC - AAA
GCAGACC T T CCCCCACCAC T T T A T T TGGT AGA T AGT AACAAAAAA T A T T C - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT TGT TGCCGA T C T T CAC TGAA TGGAGAAGGCAC T T T AAGAAGAAGA - - - - - - - - - - - - - - - - - - - - - - AACACACA T T T CACAGA T T T T ACCGAGGA
A TGA T CGGT A T T T T T T T AC T T T A T T CGA T AGAAAA T T AC T T T A T T CGA T AGAAGGC T CGAA T T T TGAAA T TGT C T C T CCCAAA T T A T T T T T ACA T T C T CA - - - - - - - - - - TGGT TGT TGCCGA T C T T CAC TGAA TGGAGAAGGCAC T T T AAGAAGAA - - - T CA T A T C T CA T T T T T T T CAAAGGTGGCCCA T T AGCA T A T T TGGACAAAGC
A T T AA TGGT AC T AA T T AAAC T T C T C T T C T AGTGGAC TGT A T T A T T T A T T T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT TGT TGCCGA T C T T CAC TGAA TGGAGAAGGCAC T T T AAGAAGAAGAGT CA T AGGT AA T T T T T AGT AAAAA T T AGT CA T AGGT AA T T T T T AGT AAAAA
A T C T ACA T CCA T AAAC T AA T T T A T T T TGAAAA T AGT AC T AAC TGT CAC T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - C T A T T A T TGCAAA - - T T CAC TGAGTGGAAAA - - - - - - - - - - - - - - - - - - - T T CCGAGT AA T T T AAAGT AAGGC TGGA T AAC T AA TGAGGC T T TGT CGAAG
GT TGACGAC T CAACAC TGT A T T AC T CCGGAAACGACAGCGC T AGCCACCCGAAGGC T TGAA T T T TGAAAA TGT C T T T CC T T AA T T A T TGT CGCAGGC T AA - - - - - - - - - - TGGT TGT TGCCGA T C T T CAC TGAA TGGAGAAGGCAC T T T AAGAAGAAGAA T T T T T TGAGT T T AA T AA T AAAA T T T TGTGT AAA T T CGC T T TGT T T T T T AA
- - - - T C TGCC TGT T AA T AA T T T C T TGCGGAAGA T CC TGAA T CA T T T T T C T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGGT TGT TGCCGA T C T T CAC TGAA TGCAGAAGGCAC T TGAAGAAGAAGT A T CAA T T A T T C T T T AGAG - - - - A T TGGACA TGAAACAGT T C TGT TGGAAAA
T TGA - - GT T AA TGAA T TGAA T T T T T T TGAAAA - - - - - GT T T AA TGAACC TGAA T T C T T T AA T T T C TGAAA T AGA T T T TGT T AGC T C T TGGCGT AGGT T AA - - - - - - - - - - TGGT TGT TGCCGA T C T T CAC TGAA TGGAGAAGGCAC T T T AAGAAGAAGAAACACACGTGC T T TGGT T AAAAA T AAAA T AGCGAGCAA T T T T T T ACAA T A T
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TE: rnd_3_family_220.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_ceg.fa_ce.fa_gs.fa_bc.fa
 size: 2672bp; fragments: 435; full length: 9 (>=2404.8bp)
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After TEtrimmer 2672 bp
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TE: rnd_3_family_220.fasta.b.bed_uf.bed_g_3.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 3042bp; fragments: 435; full length: 0 (>=2737.8bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: rnd_3_family_220
 size: 1073bp; fragments: 361; full length: 40 (>=965.7bp)
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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