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MSA length = 5308 1
-AA-A.AAIGTCTCTAGCACCATCTAAGTACTTTTGAAAAAAGATTACACTTTTCCTAAAAGAA CTCIA|GGGATTCT CACGACATCCT TATCBTCATTTTG

CTCTAGCACCATCCTGGTATTTTTGAAAAAAGATTACACTTTTTCTAAAAGAA CTTCARGGGATTCT CATGATITCCT TCGC
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 uf.bed g 1.bed fm.bed 0 0 nbed g 1.bed fm.bed 0 0 bcin.fa_ After TEtrimmer 5308 bp
size: 5308bp; fragments: 5; full length: 0 (>=4777.2bp)
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TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)
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TE: CONS_200 17833 5 1 6496 175
size: 6496bp; fragments: 10; full length: 3 (>=5846.4bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer sequence
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