Start crop Point End crop Point

1 MSA length = 1561 1

CAGTGGCGTGCATATAATG------ - - TATBACGTTGCCTACCCCAGACAA=- - - - = -« - - - ATTGTGTCAATTTTTGCTACCCTGCTTTGATTTGCATGCACGCCACTGHET
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA - = = = = = = = = e m e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e o e -
CAGTGJCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA- - - - - - - - - - ATTGTGTCAATTTTTGCCTACCCTGCTTTGATTTGCACTGCACGCCACTG
CAGTGGCGTGCATATAAT - TAGGCAAAAAGGCGTTGCCTACCCCAGACAA - - = = == = = = = = - TR TGTCAATTTTTGCCTACCCTGCTTTGATTTGCCTGCACGCCACTG
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA - - - - == - = - - ATTGTGTCAATTTTTGCCTACCCTGCTTTGATTTGCACTGCACGCCACTG
CAGTGGCGTGCATATAATGTAGGCAAANIcClTBcccTaccccacacAA- - - - oo - - - ATTGTGTCAATJTTTGCCTACCCTGCTTTGATTTGCACTGCACGCCACTG
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACA---------- ATTGTGTCAATTTTTGCCTACCCTGCTTTGATTTGCACTGCACGCCACTG
CAGTGGCGTGCATATAATGTAGGCAAAAAGGIGTTGCCTACCCAGACAA- - - - - - - - - - ATTGTGTCAATTTTTGCCTACCCTGCTTTGATTTGCACTGCACGCCACTG AABBCAA - - - - - - - - - - - -
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA - - - = == = = - - - TTGTGTCAATTTTTGCCTACCCTGCTTTGATTTGCACTGCACGCCACTG AA
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA - - - - = = - = - - ABTRETGA G T T T TCIATE- - - - - - AARA - - - - - - - - - -
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA - - - - = = - = - - ATTGTGTCAATTTTTGCCTACCCTGCTTTGATTTGCACTGRENGINA A -AATTGTTAAA
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACICCAGACAA- - - - - -« - - - ATTGTGTCAATTTTTGCCTACCCTGCJTTGATTTGCACTGCACGCCACTG AA- - -AATTGTTAAA
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA - - - - = = - = - - ATTGTTCAATTTTTGCCTACCCTGCTTTGATTTGCACTGCACGCCACTGETAARMTIRIAANM- - - - - - - -
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA - - - - = = - = - - ATTGTGTCARBTTTTTGCCTACCCGCTTTGATTTGCACTGCACGCCACTGEIN TS - - - - - - - -
CAGTGGCGTGIATATAATGTAGGCAAAAAGGCGTTGCCTACIiIAGACAA ---------- ATTGTGTCAATTTTGCCTACCCTGCTTTGATTTGCACTcACGCCACTG
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCAGHcCAA- - -------- ATTGTGTCAATTTTTGCCTACCCTGCTTTGATTTGCACTGCACGCCACTG
CAGTGGCGTGCATATAATGTAGGCAAAAAGGCGTTGCCTACCCCAGACAA - - - = = = = = - - - TTGTGTCAATTTTTGCCTACCCTGCTTTGATTTGCACTIRCACGCCACTCEE- - TETAGAAGECA - - - - - - - - - - - - - - -
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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 1561 bp
size: 1561bp; fragments: 2044; full length: 172 (>=1404.9bp)
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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: 1861bp; fragments: 2044; full length: 0 (>=1674.9bp)
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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)



divergence to consensus (%)
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TE: rnd_1 family 962

size: 303bp; fragments: 1412; full length: 691 (>=272.7bp)
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After TEtrimmer ORF and PFAM domain plot
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nsensus before TEtrimmer (bp)
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