
Start crop Point End crop Point

MSA length = 6992
GAACGGCCGTGTGT TGACAAGT TG - - - - - - - - - - A T T AGGAA T AGT TGCC - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T A T AAACGCGGCCAGAA - - - - - - - - - - GAGT TGACCGC T TGAAA - - AAAAAAA TGT T TGGCCCGT ACA TGT - - - - - - - - T T AA T T T T TGAAAA T A T C T A TG - - AAAACGT T AAA T T AAA T A T AA T A T
- - - - - - - - - - - AAACAA T AC - - - - - - - - - - - - - - - - - - - - - - - - - - T T TGTGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T - AAAAAAAAA T T TGGCCC T T ACA T T - - - - - - - - - T AAA T T A T CGA T AA T - - - - - - - - - - - AC T T AAAAAA T A T AAGCC T TGA
AAA T T T T - - - AAGGAAA T T T C T CGCAAGCACCCAA TGT AAC T T AAACA TGTGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T - AAAAAAAAA T T TGGCCC T T ACACA - - - - - - - - - T AAC T CCC T AAA T C T T T - - - - - - - - - GGCAAAGCAGCA T T TGCAGT AC
GGGTGTG - - - AAA T T AA TGT ACA - - - - - - - - - - - - - - - - - - - - - C TGT TGTGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T - AAAAAAAAAA T TGGCCC T T ACAGT - - - - - - - - - - - TGT T T T T AA T AAC T T - - - - - - - - - - A TGA TGAAA T AA T T ACAA T AG
AAAGAA T A T TGAAC T T AAA TGT AGAAAAAACCGAA T T T AGAA T A T A T AAGTGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T AAAAAAAAAA T T TGGCCC T T ACA T A T T T A T CA T T - - - - - - - - - - - - - - - - - T T A TGT T C T AGAAA T AAA T T AA T T AA T T TGT
T AA T A T T A T T AAAA T AAGGAA T AA - - - - - - - - - - - - - - - - - - - - - - GT AA TGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - CA T ACCA T T A T T A T AAA T T - - - - - - - A T T A T T A T AGT A TGGA TGT CAC T C
AAACAC T A TGAAA T AAGT A T T T AC - - - - - - - - - - A T T T A - - - T C T A T T T A TGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T - AAAAAAAAA T T TGGCCC T T ACA T T C T T AGAA T T T AAA T T T T TGAAAA T A T T T T TGT T A T A T T CA T AAAACA T T TGGT T CA T
AAAGAA T A T TGAAC T T AAA TGT AGAAAAAACCGAA T T T AGAA T A T A T AAGTGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T AAAAAAAAAA T T TGGCCC T T ACA T A T T T A T CA T T - - - - - - - - - - - - - - - - - T T A TGT T C T AGAAA T AAA T T AA T T AA T T TGT
A T A T A T A - - - - T A T A T A T A T A T A - - - - - - - - - - - - - - - - - - - - - T A T A T A TGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T - AAAAAAAAA T TGGCCC T T T ACA T A - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T A T A T T A T A T AA T A T A T A T A T A T A
- - - - - - - - - - - T AGT AA T A T A T A T - - - - - - - - - - - - - - - - - - - - T C T T T C TGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - T ACC T T C T AA T AAAA T T - - - - - - - - - AA T AAAAAA T T AAC T AGT A TGA
AAAGAA T A T TGAAC T T AAA TGT AGAAAAAACCGAA T T T AGAA T A T A T AAGTGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T AAAAAAAAAA T T TGGCCC T T ACA T A T T T A T CA T T - - - - - - - - - - - - - - - - - T T A TGT T C T AGAAA T AAA T T AA T T AA T T TGT
AAAGC T T A T CAAGA T AA T A T A T AA - - - - - - - - - - - - - - - - - - - - - - CA T A TGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T AAAAAAAAAA T T TGGCCC T T ACACA - T T A T A T T T AA TGC TGTGAA T AA T T A T T A TGT T T CAGT T TGAGAA T AAGGGCC T TGT
- - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - GAGT TGACCGCC T CAAA T - AAAAAAAAAA T TGGCCC T T ACA - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - AAAAGGAAA T TGA T T T A T
AAACA T T - - - A T ACCAGTGT T T ACAGCAAA T CGA - - - - - - - - - T T CAAAA TGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T - - AAAAAAAA T T TGGCCC T T ACAAA - T T A T CA T T T C T TGT C T AGT AAA T TG - - - - - - - T CCGAAA TGAAGAAAA TGA TGT T A
- - - - - - - - - - - AA T T AGT A T - - - - - - - - - - - - - - - - - - - - - - - - - - - - - - TGT AAGAAC T C T A T T T T T C T A TGC T ACGT T T T C T T T A T C TGACGT AA T AA - - - - - - - - - - GAGT TGACCGCC TGAAA T AAAAAAAAAAA T TGGCCC T T ACAGT - AAA T CA T A T AAA T T T CAAAAAA T T T - - - - - - - AAAA TGAAAACCAAA T TGT A T T AC
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TE: rnd_5_family_4741.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_ce.fa_se.fa_cel.fa_cer.fa_gs.fa_bc.fa
 size: 6992bp; fragments: 3990; full length: 1 (>=6292.8bp)
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No TE domain detected

After TEtrimmer 6992 bp
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TE: rnd_5_family_4741.fasta.b.bed_uf.bed_g_2.bed_fm_1.bed_0_0_bcln.fa_aln.fa_cl.fa_gs.fa_se.fa
 size: 7293bp; fragments: 3971; full length: 0 (>=6563.7bp)
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TE consensus genomic coverage plot (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: rnd_5_family_4741
 size: 4867bp; fragments: 1230; full length: 22 (>=4380.3bp)
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TE consensus self dotplot (bp)
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No TE domain detected

Before TEtrimmer 4867 bp
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Dotplot
(windowsize = 25, threshold = 50.00  10/10/25)

TE consensus after TEtrimmer (bp)
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