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TRTACGTABAATRAGETEE- - - - - - - - - - CGGTAAG CAATCGAGACATATCGAT - - TGACAAAGTCGCCTTGGTCCCCCCTGTGAAC - = === = = = - - ABIA TAAAATGTTCAAAAAAATGATAATAGATTATATAGTTTTTATTTTTTTCGTACAAACACTGACTGGCAAGACAATATCTTCAGAAATGAACCAAG
THCEATTAGCATEAANTGA- - - - - - - - - - eleRl (€ Y R T L (o ATTTATAAAATGTTCAAAAAAATGATAATAGATTATATAGTTTTTATTTTTTTCGTACAAACACTGACTGGCAAGACAATATCTTCAGAAATGAACCAAG
THGACGTA TAATAAATAGCIT T AGTAABG T T TRARTART - - - - - - - oo ATTTATAAAATGTTCAAAAAAATGATAATAGATTATATAGTTTTTATTTTTTTCGTACAAACACTGACTGGCAAGACAATATCTTCAGAAATGAACCAAG

clraccea TAATGAAAAGTGGTGAGHGTEAATHA - - - - - AATCGAGACATATCGATTTTGACAAAGTCGCCTTGGTCCCCCCTGTGAAC- - -~~~ - - - - ATTTARAAAATGTTCAAAGAAAGEABAA TBMA T TATATEGTGT TCCATT T - e e m o m e e e oot AAAAAATCAJ
TRTACGTARAATIRAGH TN - - - - - - - - - - CGGTAAGHATETTT CAATCGAGACATATCGATTTTGACAAAGTCGCCTTGGTCCCCCCTGTGAAC - = = = = = = = = = = = =@ = = = & & & @ o & oo oo o o & o o oo oo o b o oo o o o oo o bt oo o b b et o o o e e e e e oo oo oo
THCEATTAGCATEAANTGA- - - - - - - - - - COGTARCEART T T ABATA TIC - - - - - - - - -l BrrraTABAATRT TlAAAAAARTGATRATAGRETATERAG- - - ---- - - - GTCAGTGCCGCCCCTAGTCCGCATCGTCGCACCTTCAGA-- - - - - - cac
TRTACGTARAATRAGHET - - - - - - - - - - AlCGGTAAGEATRTTT CAATCGAGACATATCGATTTTGACAAAGTCGCCTTGGTCCCCCCTGTGAAC - = = = = = = = = = = = = @ = == & & & @ & m o oo & oo @ o o f o oo o f ot oo o b o oo o b o o o b b ot o oo e e e e e e e oo ool
TRTACGTABMAATRAGHTIR- - - - - - - - - - CGGTAAGHATHETTT CAATCGAGACATATCGAT - - TGACAAAGTCGCCTTGGTCCCCCCTGTGAAC- - -~ - -~ - - ATTTATAAAATGTTCAAAAAAATGATAATAGATTATATAGTTTTTATTTTTTTCGTACAAACACTGACTGGCAAGACAATATCTTCAGAAATGAACCAAG
clBTACGCA TAATGAAAAGTGGTGAGHGTEAATEA - - - - - AATCGAGACATATCGATTTTGACAAAGTCGCCTTGGTCCCCCCTGTGAAC - = = = = = = = = = = = = == & & @ & @ & m o & o f o o o f o o o f o o o o f o o o o o bt o m o b o o o o bt e e e oo oo
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).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 12036 bp

size: 12036bp; fragments: 10564; full length: 0 (>=10832.4bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.

size: 12284bp; fragments: 10576; full length: 0 (>=11055.6bp)
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TE: rnd_5 family 752
size: 2740bp; fragments: 261; full length: 5 (>=2466bp)
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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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onsensus before TEtrimmer (bp)

2500
2000
1500
1000

500

Dotplot

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