
Start crop Point End crop Point

MSA length = 395
CCAAAA - - - - - - - GAGTGGC T T T T T A T T CGT AAAACAAA T T TGC T T CCGAAGA T CA T AA T A T A T A TGT CGGAGAA T T T A T AA T T T AA TGA T T AAA TGT T A - - - - - - - - - - AGGAA T T T AGT TGAAAA T CCAGA T AA T T A T T AA T T C T AGAAACCCC T T T CGCGA T A T - - - - - - - - - - - - - - - ACAGGTGGT CCGAAC TGT A T T CCGGAAA
GT T T - - - - - - - - - - - - - - T T T T ACGAA T TGT AGC T T AA T T A T T - - - - - - - - - - - C T T T ACGTGT A TGT CGGAA T A T T T A T AA T T T AA TGA T T AAA TGT T A - - - - - - - - - - AGGGA T T T AGT TGAAAA T CCGT A T AA T T A T T AA T T C T AAAAACCCGT T T CCCGA - - - AA T A T ACA T A T AGGTGT CGGCA T C TGT AGC T CC T A T AA T AAAA
GT AACA T AA T TGAGAAAA T T T TGT AA T T T CCAGAC T AAC - - - - - - - - - - - - - - - T T T T A T ACA T C TGT CGGAGT A T T T AAAA T T T AA TGA T T AAA TGT T A - - - - - - - - - - AGGAA T T T AGT T AAAAA T CCGGA T AA T T A T T AA T T T T AGAAACCCC T T T CGCGACA TGAAGTGTGGA T AAA T ACA T AAGC T T T TGAGTGGCA TGGTGAAA
C T CAACAAA T - - - AACA T TGT CA T AAACGA T AAAA T T AACA T T CAAAGGT A T A TGAACA TGAA T T TGT CGGAGT A T T T A T AA T T T AA TGA T T AAA TGT T A - - - - - - - - - - AGGGA T T T AGT T AAAAA T CCGGA T AA T T A T T AA T T C T A - AAACCCGT T T AGCGA T A - AA T T CA TGT T T T T A - - - - - - - - - - - - - - - - - - - T C T AGT AGGT
C T A T AA T AA T TGCGAAAC TGT T A TGGA T T T T AA T T T A T AAA T A T T AA T T T A T A T T A T T A TGT A T A TGT CGGAGT A T T T A T AA T A T AA TGA T T AAA TGT T A - - - - - - - - - - AGGGA T T T AGT T AAAAA T CCGGA T AA T T A T T AA T T C T AAAAACCCGT T T CGCGA T A - - - - - T A T ACGT AA T T A T T - - - - - - - - - - - C T A T AA T AACAGAA
GTGT A T T T C T T CC - - - - GTGT T AAAA T T T T CAAGT T AA T CA T T T T AA T A T T T A T A T A T ACA T A T A TGT CGGAA T A T T T A T AA T T T AA TGA T T AAA TGT T A - - - - - - - - - - AGGGA T T T AGT T AAAAA T CCGAA T AAC TGT T AA T T C T AAAAACCCC T T T CGCGA T A T AAAA T ACAGGT AA - - - - - AACCAA T AGAAGCGCGT T AGAAAAC
GTG - - - - - - - - - - - - - - - - - - - - - - - - - - - C T AAA TGA T CGT T T T AC T AC - - - - AC T T A TGT A T A TGT CGGAA T A T T T A T AA T T T AA TGA T T AAA TGT T A - - - - - - - - - - AGGGA T T T AGT TGAAAA T CCGGA T AA T T A T T AA T T C T AAAA T CCCGT T T CCCGAAA T A T T A T A T AGT CA - - - - - - - - - - - - - - - - - - C T T AC T AGCGAAA
GC T - - - - - - - - - - - - - - - - - - - ACAGT A TGT CGCCGAA T TGT C T T T ACAAA - - - T T T T A T AAA T A TGT CGGAGT A T T T A T AA T T T AA TGA T T AAACGT T A - - - - - - - - - - AGGGA T T T AGT T AAAAA T CCGGA T AA T T A T T AA T T C T AAGAACACGT T T CGCGA T A - AA T A T A T AAACA - - - - - - - - - - T T T A T AAAAAAAA T CA T AAAA
T TGT T A - - - - - - - GAAAC T C T A T T A TGC T C T AA T AA TGT AGT T - - - - - - - - - - - GAA T T T A T A T A TGT CAGAGT A T T T A T AA T T T AA TGA T T AAA T A T T A - - - - - - - - - - AGGGA T T T AGT TGAAAA T CCGGA T AA T T A T T T A T T C T AAAAACCCA T T T CCCGAAA T AA T T T AAAA T T AAA T A T T A TGCCC T C T AACGCACAAACGAAGC
T T T T - - - - - - TGC - AAAA TGT AGT AAA T AC T AGAGGGACCA T T T T ACGAA - - - - - - - - - - A T A T A T C T CGGAGAA T T T A T AA T T T AA TGT T AAA - - - - - - - - - - - - - - - - AGAGA T T T AGT T AAAAA T CCGGA T AA T T A T T AA T T C T AGAAACCCC T T T CGCGA T A T T ACA T A T A TGT A TG - AACAAAAACAGAAGA TGT T A T CGTGGAG
A TGA - - - - - - - - - - - - - - - - - - - - AA T A TGT AGAAAGGT TG - - - - - - - - - - - - - GGT A T T AAA T A TGT CGGAGT A T T T A T AA T T T AA TGA T T AAA TGT T A - - - - - - - - - - AGGGA T T T AGT TGAAAA T C TGGA T AA T T A T T AA T T C T AAAAACCCGT T C TGC T T T A - AGT A T A T A T C TGAG - ACAA T A T T AGAGAC T A TGTGT AA TGAAA
C T A T AA T AA T TGCGAAAC TGT T A TGGA T T T T AA T T T A T AAA T A T T AA T T T A T A T T A T T A TGAA T A TGT CGGTGT A T T T A T AA T A T AA TGA T T AAA TGT T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - ACAA TGT AGGT T A T AC T T AA T T A T TGCA T AGCC T AAC T T T T T T A T CAA T A
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TE: ltr_1_family_42.fasta.b.bed_uf.bed_g_3.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: 395bp; fragments: 324; full length: 59 (>=355.5bp)
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TE consensus structure and protein hits (bp)

No TE domain detected

After TEtrimmer 395 bp
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 size: 695bp; fragments: 318; full length: 0 (>=625.5bp)
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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_42

 size: 405bp; fragments: 276; full length: 52 (>=364.5bp)
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TE consensus self dotplot (bp)
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Before TEtrimmer 405 bp
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After TEtrimmer ORF and PFAM domain plot
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Dotplot
(windowsize = 25, threshold = 50.00  09/10/25)

TE consensus after TEtrimmer (bp)
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