
Start crop Point End crop Point

MSA length = 519
AGGT AA T - - T T A T T T T AA T A T C T A T A T T T T C T T T A T A T T T AACGC TGGGGACCGC T T T T T CAGGACCGGGGGAAA TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T TGACA T CAAAA T AAAA T AACA T T T CA TGGACGT TGC T T T T A T T TGG
AGACAA T A TGT AGT T T CAAACCCA T A T C T T CA T T A T A T T AAA TGT AAGT A - - - - - - - T T AAAAAACGAGAAA T A T TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGT T A T CGT AAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T - - - - - - - - - - - - - - - - - - - - - - - - - - - A T ACGT CA T T TGT T A T C T T
ACGT AA T - - T T A T T T T AA T C T CA T T A T T T T C T T T A T A T T T AACGC TGGGGACCGC T T T T T CAGGACCGGGGGAAA TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T A T C T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T T T TGAGAGT T T CC T AA T AA T A T T ACA T TGAAGT AAA T CA TGT A T TG
AGA T AA T - - T T T T T T T AAAA T T AA T AA T T T AAGAGT T A T T AACAGAAGAA - - - - T T T T T - - - - - - T T TGCGA T A T TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T T T T T AA T T AAC TGAAA - - - - - - - - - - - - - - - - - - - - - - T T ACC T T T
TGA T AGAA T AACGT T T T A T T CAAAAAA TGTGT T T A T T T T T AA T A T T A - - - - - - - - - - - - - - - - - - - - - - - - A T A T TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAAC TGGGT CGCGACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T AGGCGCCGGT CC T C T T T T A
AGGT AA T - - T T A T T T T AA T A T C T A T A T T T T C T T T A T A T T T AACGC TGGGGACCGC T T T T T CAGGACCGGGGGAAA TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAA T A T T C T T AGGAAA T C T AA - - - - C - - - - - - TGCAAGTGGC T T - - - - - - - A
GT A T ACAA T A T AAA T T AA T A T TGAA - - - - - - - - - - - - T T T AAAA T T AAAA - - - - - - - - - - T AAAA T T AAA T A T A T TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T A T C T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACA - TGTGGTGGAGGCGCCGGGT T T T CA T T T T A T AGGCGCCGGT CC T C T T T T A
TGGT AACAA T T ACCCGAA T ACGGA T A TGT ACGT AGTGT TGGGCAACGGAGACCGT ACA T AAGCAACCGGGGGT A T TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACA T T A T A T A T T A TGAGT TGGAA - - - - - - - - - - - - - - - - - - - - - - GT A T T T A T
T T A T AAC T T T TGTGT TGA T T TGCA T A T T T ACA T TGT T C T AAA T T CCAAA T - - - A T T T T TGAGT AA T T TGT TGT A T TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACA - TGTGGTGGAGGCGCC - - - - AAACA T T T CA - - - - - - - - - - - - A T A T T T AG
ACGT AA T - - T T A T T T T AA T C T CA T T A T T T T C T T T A T A T T T AACGC TGGGGACCGC T T T T T CAGGACCGGGGGAAA TGT CAAGAGCAAGAA T T T T AGA T T T - - - - - - - - - - CGA T ACC T AAAACGT CCC T AGCCGCAACCC T C T AAAACGGGGT CGCGACAGT A T T A T T T AC T AC T AGAAA T AACACC T C T AGGAAA T AAA T T - - - - - - T C
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TE: ltr_1_family_196.fasta.b.bed_uf.bed_g_4.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: 519bp; fragments: 398; full length: 224 (>=467.1bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 519 bp
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TE: ltr_1_family_196.fasta.b.bed_uf.bed_g_4.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_bc.fa_se.fa
 size: 820bp; fragments: 400; full length: 0 (>=738bp)

TE consensus (bp)
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TE consensus self dotplot (bp)
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No TE domain detected

After TEtrimmer Extended plot Blue lines are boundaries
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TE: ltr_1_family_196

 size: 504bp; fragments: 406; full length: 235 (>=453.6bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 504 bp
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After TEtrimmer ORF and PFAM domain plot
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PFAM domains



Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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