Start crop Point End crop Point

1 MSA length = 1399

------------------------- ATA CACAGCTTACTCAATAGACAGCTAGTCAACTCACGACGATTTACATGGAA——————————ATTAGCIGAGTTGACTAGCTGTCTATTIAGTAAGCTGTG

GTA CACAGCTTACTCAAIAGACAGCTAGTCAACTCACGACGATTTACATGGAA ---------- ATTAGCAGAGTTGACTAGCTGTCTATTGAGTAAGCTGTG
CACAGCTTACTCAATAGACAGCTAGTCAACTCACGACGATTTACATGGAA - - ------- - ATTAGCAGAGITGACTAGCTGTCTATTGAGTAAGITGTG
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ACAGCTTACTCAATAGACAGCTAGTCAACTCACIACGATTTACATGGAA ---------- ATTAGCAGAGTTGACTAGCTGTCTATTGAGTAAGCTGTG TGATETT CTTAATCAT - - --------- CT
CACAGCTTACTCAATAGACAGCTAGTCAACTCACGACGATTTACITGGAA ---------- ATTA.AGAGTTGACTAGCTGTCTATTGAGTAAGCTGTG TGATHETT ATTAATCATACAT AIAI
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 1399 bp

size: 1399bp; fragments: 24227; full length: 74 (>=1259.1bp)
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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)



ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 1705bp; fragments: 24227; full length: 0 (>=1534.5bp)
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divergence to consensus (%)
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TE: rnd_1 family 567

size: 230bp; fragments: 969; full length: 536 (>=207bp)
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After TEtrimmer ORF and PFAM domain plot
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1sensus before TEtrimmer (bp)
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