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1 MSA length = 5760

------------------------------------------- ACCGGCGTGAAGATAGCCACGGTTTTTC----------AAAAACCGTGGCTATCTTCACGCCGGT-------ATAAGTTTTTAACAT-------- TIBAAT - TTT A-T TTT.A
--------------------------- TC-ACCGGCGTGAAGATAGCCACGGTTTTTC=-===>==-~--- —AAAAACCGTGGCTATCTTCACGCCGGT-TTGAATTAGTTTTTIACAIAGT-TA. l ITTTT AGT TGTTAA
-------------- TCGACCGGCGTGAAGATAGCCACGGTTTTTC--=--------AAAAACCGTGGCTATCTTCACGCCGGT-------ATAAG-------- - cm e mm e e oo - - - - -BTTTT e - TTTTAA
ATATAATA------ABCTATMTG-------- GACCGGCGTGAAGATAGCCACGGTTTTTC---=-=------ AAAAACCGTGGCTATCTTCACGCCGGT- ______________________________________________________________________

A AABTAATGAR- - -AABTTATET--------- GACCGGCGTGAAGATAGCCACGGTTTTTC- === ===--- AAAAACCGTGGCTATCTTCACGCCGGT = = = = = = = = = = = = = = = = = == = === === s s s s s s s s s oo o oo s oo oo oo e s oo oo sosoososoooo
A AI!TATTGA -------------- GACCGGCGTGAAGATAGCCACGGTTTTTC- ===~~~ - - AAAAACCGTGGCTATCTTCACGCCGG TN - - - - - - === -------==--- TAATTA TTT---
A AAAT - - - -GlIAT TAGAAT - -lIACCGGCGTGAAGATAGCCACGGTTTTTC- === === - - - AAAAACCGTGGCTATCTTCACGCCGGT TTGGATAAATTTACAACITAGTA TT----
G AABBATAAGAC AAGAATTCRlACCGGCGTGAAGATAGCCACGGTTTTTC- == ===~ - - - AAAAACCGTGGCTATCTTCACGCCGGT TCGA————ATCTTTAICATAGIA T TAA
ARETATT TGAATARAG- - - ------ AAAR- - - - A TAGAATTCHACCGGCGTGAAGATAGCCACGGTTTTTC- == ===~ - -- AAAAACCGTGGCTATCTTCACGCCGGTIMEE - - - - - = == === == ==============o-- TT----
G AABTATTAGEATTAA TATAAT - - GACCGGCGTGAAGATAGCCACGGTTTTTC- === ===~ - - AAAAACCGTGGCTATCTTCACGCCGG T - - - - - = = = = = = = = = = = === s s s s s s s s s s mmosooooooooooooooooo o TG- - - -
A TATHACAAR- - - AAAGEG TR THA- - - - - - TC-ACCGGCGTGAAGATAGCCACGGTTTTTC- == ===~~~ AAAAACCGTGGCTATCTTCACGCCGGT - - - TTAACTAAGT - - - -AACATTGTAATTA AGTGIETTTT AGTA ATRTAA
G AAAI!ACAA ATTA TAGAATTCGACCGGCGTGAAGATAGCCACGGTTTTTC- == ===~~~ - AAAAACCGTGGCTATCTTCACGCCGGTIl§TTGA - - - —GITTTTAACATATTAATTA.TIAATGHTTIT. l ATTTAA
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 5760 b P

size: 5760bp; fragments: 17202; full length: 0 (>=5184bp)
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fasta.b.bed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 6069bp; fragments: 16553; full length: 0 (>=5462.1bp)
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divergence to consensus (%)
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TE: rnd_5 family 8603
size: 1290bp; fragments: 6250; full length: 2 (>=1161bp)
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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)

Dotplot

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