Start crop Point End crop Point

1 MSA length = 415 1

A GCCCCC TGTAACGGACCACTTAGCGGCCGTAGAA CCAGAACAATCGA- - - - - -~ - - AATAAAIAAGACGTTTAATTATCCACACGGAACCCAGCAAGAACGTAACAATA TGITTIAGGITICITG AAAA -
A GCCCCC TeTAAfjceAaccacTTAGCGGCCGTAE CCAGAACAATCGA- - - - -~~~ - - AATAAAT - AGACGTTTAATTATCCACACGGAACCCAGCAAGAACGTAACAATTEG - TGTCAGGGTGGGTGT ABTABAA -
A GCCCCC TGTAACGGACCACTTAGCGGCCGTAGAA CCAGAACAATCGA- - - -~ -~~~ - AATAAATAAGACGTTTJATTATCCACACGGAACCCAGCAAGAACGTAACAAT TG - TGTCAGGGTGGGTGT ABTAAAA -
A GCCCCC GTAARGGACCACTTAGCGGCCGTAGAA - = -« -« - c - s o mmmmm oo oo AATAAATAAGARGTTTAATTATCCACAJGGAACCCAGCAAGAACGTAACAATARG - TGTCAGGGTGGGTGT

A TGTAACGGACCACTTAGCGGCC.AGAACAAIA AT CCAGAAIAATCGA ---------- AATAAATAAGACGTTTAATTATCCACACGGAACCCAGCAAGAICGTAACAATA TA.TCAAAGIGCGTA

A TGTAACGGACCACTTAGCGGGCGTAGAACAAGAMGTEBCCAGAACAATCGA - - = - - - = - - - AATAAATAAGACGTTTAATTATCCACACGGAACCCAGHJAAGAACGTAACA - - - - - ATGCCAGA- - -~ - -~ - - -

AGAGTET TET TTTTEAT - - ---------=-- TGTAACGGACCACTTAICGGCCGTAGAACAAGABGTECCAGAACABTCGA- - - - - - - - - - AATAAATAAGACGTTTAATTATCCACACGGAACCCAG- - AGAACGTAACATTA[MATGCCRAGHTGGIA

A TGTAACGGACCACTTAGCGGGCGTAGAACAAGABGG CCAGAACI!TCGA ---------- AATAAATAAJACGTTTAATTATCCACAJGGAACCCAGCAAGAACGTAACATTAMGATGRECAAA- - - - - - - - - -

A TGTAACGGACCACTTAGGGCCGTAGAA- - - - - GTECCAGAACAATCGA- - - - - - - - - - AATAAAJJAAGACGTTTAATTATCCACACGGAACCCAGCAAGAACGTAACAATTEG- TGTCAGGGTGGGTGTA

A TGTAACGGACCACTTAGCGGGCGTAGAACBAGABGGECCAGAACAATCGA - - = - - - = - - - AATAAATAAGACGTTTAATTATCCAACGGAACCCAGCAAAACGTAACA- - -« - - mmmmae i

A TGTAACGGACCACTTAGCGGICITAIAAI!AGA AT CCAGAAIAATCGA ---------- AATAAATAAGACGTTTAATTATCCACACGaACICAGIGAGAACGTAACAATAIG—TTTCAGA ----- TAT

A TGTAACGGACCACTTAGCGGCCGTAGAACA - - - - - - - CCAGAACAATCGA- -~~~ -~ - - AATAAATAAGACGTTTAATTATCCACACGBACCCAGCIAGAAC - - - - - - - oo oo oo - ATEBARTATAEE A THCCH N - - - - -



End crop Point
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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 415 b P

size: 415bp; fragments: 684; full length: 34 (>=373.5bp)
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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)



fastab.bed ufbed g 3.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 715bp; fragments: 690; full length: 0O (>=643.5bp)
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divergence to consensus (%)
10

TE: rnd_5 family 747
size: 478bp; fragments: 738; full length: 43 (>=430.2bp)
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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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[E consensus before TEtrimmer (bp)

Dotplot

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