Start crop Point End crop Point

MSA length = 1462
TITI— ; —IA_T-TTAAAAT TACAGGGTGGTCGAAATTGGTCTGTTTTAICAGAGAAAACCTATTTITGA ---------- GTCAGGAAAT - —TTTTCTCTGTTAAAACAGACCAATTTCGICCACCTGTA
TAIAGGGTGITCGAAATTG CTGTTTTAACAGAGAAAACITATTTCTGA
TACAGGGTGGTCGAAATTGGECTGTTTTAACAGAGAAAACCTATTTCTGA
TACAGGITGGTCGIAATTIGTCTGTTTTAACAGAGAAAICITATTT TGA
TACAGGGTGITCGAAATTGGTITGTTTTAICAGAGAAAACCTATTT TGA
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-------------------------------------------------------------------------------------------------------------- GTCAGGAAATAGTTTTRTTTGTTAAAAAGACCEATTTCGATCACTGTA- - - - - - AB-GA - TAAA- - -TABT
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TTTTABAATE- - - - - - Gl THcABB T TceTCcTGTTTTAACAGAGAAACTATTTTGA
------------------------------------------------ TETACAJGGTGGTCGAAATTGGTCTGTTTTAACAGAGHAAACCTTTTCTGA

TTTTAAAATI- - - - - - - o s o oo oo oo CTATTTETGA- - - - - - - - -- GTCAGGAAATAGEBTTTCTCTGTTAAAACAGACCAATTTCRATCACCTGTAARGA TECTTTR T TRBAR- - - - A - BAREE THT TBET- AAATAAATRTTATE

TTTT----TGTACAGGGTGGTECAAATTCIRTETGTTTTABCAGAGAAARCCTATTTETGA - - - - - - - - - GTCAGGAAATABTEBT TTTCTGTTAAAACAGACIAAT TTCGACCACCTGTA - = - = - - - o s s e o m oo oot
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—IGAT ACAGGGTGGTCGAAATTGGTCTGTTTTAACAGAGAAA CITATTTCTGI AGGAAATA TTTTCTCTGTTAAAAIAIACCAATTTCGACCACCTGTAATA—TA— - ATT - - .A— - --TTCTAT -
-------------------------------------------------------------- GTCAGGAAATEG TTTTTTTGTTAAAACAGACCAATTTCGACCACCTGTAAIATTA GAAATAAATITTATT
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TACAGGGTGGTCGAAA-TGGTCTGTTTTAACAJJAGAAAATCTATTTCTA
--------------------------- TGTTTTAACAGAGAAAATCTATTTCT!I

---------------------------------------------------------------- GTCAG AATAGTTTTTTCTGTTAAAACAGACCAATTTCACBACCTGTAATATA AAAATA TT
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-------------------------------------------------------------------------------------------------------------- GTCAGGAAATAGTTT CTCTfTTAAAACAJACCAATTTCGACCACCTGTR- - - - - - TEAAAATRAATTTTART
------------------------------------------------------------------ GECABBAAATAGTTTTCTCHGTTAAAACAGACCAATTTCGATCACCTITA- - -« ------- TRAR - THA- - - -TATT
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ST TAIAGGGTGGTIGAAATTGITCTGTTTTAACAGAGAAAACC.TTTCTGA -------------------------------------------------------------------------------------------------
TCTGTTTTAACABBINGA - - - CTAT T TCTGA - - = - - - s - e et ettt oo AT-ATATTAAT TRAAT TTARTA-FATTETRCCAA------- A
--------------------------------------------------------------------------------------------------------------- TAATA THAAA-TA I L

---------------------------------------------------------------------- TH-ABATABAT - - TATT

A--T TACAGGGTGGTCGAAA—TGGTCTGTTTTAACAGAIAAAICCTATTTCTGA
TTAAAIT TACAGGGTGGTCIAAITTGGTCTGTTTTAACAGAGAAAACCTATTTCTGA
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A CAGTT----- TETACAGHGTGGCRAAAT TGl TCTTTTTAACAGAGAAACCTATTTCTCR- - - - - - - - - - BrcAGGAAATRCE TR TCTCTGTTAAAACAGACCAATTTCGACIJACCTGTA-TAATA A- - GEAAT
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2d_uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fa ce.fa After TEtrimmer 1462 b P

size: 1462bp; fragments: 4426; full length: 0 (>=1315.8bp)
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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)



5044 fasta.b.bed_ufbed g Lbed fm Lbed 0 0 bcinfa alnfa c After TEtrimmer Extended plot Blue lines are boundaries
size: 1878bp; fragments: 225; full length: 0 (>=1690.2bp)
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divergence to consensus (%)
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TE: rnd_5 family 5044

size: 377bp; fragments: 69; full length: 18 (>=339.3bp)
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I I I I I
50 100 150 200 250 300
TE consensus genomic coverage plot (bp)

I
350

TE consensus self dotplot (bp)

100 150 200 250 300 350

50

50

100 150 200 250
TE consensus self dotplot (bp)

I
300

I
350

No TE domain detected

I I I I I
50 100 150 200 250 300
TE consensus structure and protein hits (bp)

I
350




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)
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Dotplot

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