Start crop Point End crop Point

1 MSA length = 417
CATTCEENCAT GEE ARG T TTRMA - - - ------------------------ AAITAAACGTTCTC ACCCAGTGTGAGTACATCTCAATGTAAAACCTC---------- T- —ATTTAATATTTTTCATTTT.GCAAGGATCGAITCAAGCTGGTTITIA AA TARC
---------- CTAAACGTTCTCHAACCCAGTGTGAGTACATCTCAATGTAAAACCT C - - - - - - s s s oo e e o o e o o e oo oo GA CGAGTCCCHTANC
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1.bed_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed 0 0 _bcin.fa_aln.fa_ After TEtrimmer 417 bp

size: 417bp; fragments: 1437; full length: 59 (>=375.3bp)
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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: 717bp; fragments: 1252; full length: 0 (>=645.3bp)
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TE: rnd_1 family 395

size: 202bp; fragments: 1283; full length: 326 (>=181.8bp)
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