
Start crop Point End crop Point

MSA length = 1045
C T A T - - T CA T AAAA T T C TGCAA T AAAACAAC - - - - - - - - - - - T C T AA T A T TGT AGA T T A TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCGCCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGAAC T C - - - - T AA T A T T AC T C T AA T AGT AA T A T AACACCAAAA T A T AC T AA
C T AAAA TGA T A TGA T T C T A T T AA T TGGGGAACGA T - - - - - - - T T ACCAA T TGT AGA T - - TGT AGA T TGT TGGAGGGGGGAAGCCAA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGA T T T AC - - - T AA T AGAA TGC T T AAA TGA T T C T AGCCCGGACA T T T T T T AA
T T T - - - GT A T T A T T T T CCGT AAA T T T T A T A T - - A T T T T T T AC - - - T AGA T TGT AGA T - - TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGAAC T AA T A T CAACAAGA T A T T AA - - - - - - - - - - - - - - AACA T T T T T T T A T
T T T - - - CAA T A TGT CC T T T TGAACAACAAACAAAA T A T TGGC T T ACC T AA TGT AGA T T A TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGGGC T T A T T ACAA T T A T T T T T T AGGAACAA - A T T T A T AA T A T A T T T A T T AA
T T T T ACA TGT AA T ACA T TGT T AGAAAAA T A T AAA T CGT T T ACA TGT AGA T TGT AGA T - - TGT AGA T TGT T CGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGA - - - - - T T A T AGT AGAACA T CGA TGGT AA - AAACA T CGA TGT C T TGC T A T
T T T - - - - - - T A T TGT CCCGT AAGT AA TGGT AAAA T TGT T T ACGT TGCAA TGGT AGA T - - TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGCAGT TG - - - CAA TGGT C T ACAGA T AA - GA - A T ACACACA T A T T T T T TGAA
C T A - - - AAA T AAAA T TGC T CAAA - - - - - - - - - - A T TGC T AA T T T CGCAAGA T T AGA T TGCGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGA TGT T CGT A T CA T TGAA T AGT AAA T A T AA - - - - - - - - AAA T A T T T T T T AA
T CA T - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAA TGCA - - - - - - - - - - - TGT AGA T T A TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGGCAAGGT C T CGCA T C T CC T AGGGGGAGAAA TGC T T ACAA T TGGAAA T T ACGT TGACGA T A T T CGCGC T A T T AA T T A T
TGGT AA T CC T AAGT T T T T T A T T AC T AGAGC T AAGACGCAAC T T TGT AGA T TGT AGA T - - TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGT AC T AG - - - CCGT A T CA T CCCA - - - - - - - - A T CCAC T CACAC T T T T T TGC
T T - - - - - AA T AAAC T C T TGT AGA T - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AGA T - - TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAG - - - - - - - - - T AA T AAAC T C T T T A TGACAA - A T A T T T A T A T CA T T T T T T AA
A T T T AAC T T AAA T A T T CA T AAAAA T AGAGA T T AA T T A T T T AAA T AAAGT ACGT AGGTGA TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CCCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGAAGT ACC T ACAA T T T AA T T T T AAA T AAAC T T T A TGAAAA TGA TGT A T T AC
T T A - AA T T A T AAAAAA T C T AA T A T AA - - - - - - - - - - - - - T A TGCC T AGA T TGT AGA T - - TGT AGA T TGT TGGAGGGGGGAAGT T AA T CACCGCGACC T T A - - - - - - - - - - GAC TGGGAGC T CGCCCACCAACGACAAGGT C T CGCA T C T CC T AGGGGGAGT AA T A T T T A T CA T ACAAC T T CAA T C T T AC T T T ACACGCAA TGT T AACAAA
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TE: ltr_1_family_1065.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_ce.fa_gs.fa_bc.fa
 size: 1045bp; fragments: 44973; full length: 211 (>=940.5bp)
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No TE domain detected

After TEtrimmer 1045 bp
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TE: ltr_1_family_1065.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: 1345bp; fragments: 45007; full length: 0 (>=1210.5bp)
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After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_1065
 size: 5506bp; fragments: 36439; full length: 1 (>=4955.4bp)
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