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1 MSA length = 1558
ATATACAGGGTGTCICAGAAATIAGAGCAGATITTTTAAGGGGTIGTAIATCTGG ---------- CAGTTAAAATATCTGCACTIATTTCTGGGACAC.TGTATAIT-CA ---------
ATATACAGGGTGTCCCAGAAATAAGTACAGATATATTAAGIGGTGGTAGATCTGG ------------------------------------------------------------
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AAACT - T TR T - - - - - - - TATACAGGTGTCTIREAAATAAGTAJJAGATATTTTAAGGGGTGGTAGATCTGG- - - - - - - - - - CAGTTAAAATATCTGCACTTATTTCTGGGACACCCTGTATA TATTATAATA A TGABAABAATTAAAAAAACA - - -
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------------------------------------------ AATACAGGGTGTCTCAGAAATAAGTACAGATATTTTAAGIIGTGGTAGATCTGGY- - - -------- - [T TAAAATATCTGCACTTATTTCTGGGACARCCTGTATA CATGTTGTAATA A TAATAA e
TTA---ATEMATATACAGGGTGTCCCAGAAATAAGTGCAAATATTTTAAGGGGG|TAGATCTGGR------- - - - CAGTTAAAATATTTGCACTTATTTCTGGGACI!CCTGTATA CAAATTATAATT A TGAAATHCATT AAABIAAAC
TAAAGA - ATATACAGGGTGTCCCAIAAATAAGTACAGATAIGTTIAGGGGTGGTAGATCTGG ---------- IAGTTAAAAI ----------------------------------------------- A AAAAC AIThAAAEITGC
ATATCTGTATTTAT TTETACACCC TCGTAT------ - ATACATAGGGTGTCCCAGAAATAAGTACAGHETATJCTAAGGGGTGGTAGATCTGGR---------- CAGTTAAAATATCTGCACTTATTTCTGGGACACCCTGTATANT CATA------- G TAAAACAATTAAAAAAACATAC
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AAGAC- - - TATACAGGGTGTCCCAGAAATAAGAGCAAATATTTTAAGGGG TBGTAAT CTGOf- - - - - - - -« s e e e e
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.

size: 1558bp; fragments: 15311; full length: 23 (>=1402.2bp)
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tastabbed ufbed g Lbed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1876bp; fragments: 15023; full length: 0 (>=1688.4bp)
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TE: md_4 family 3287 Before TEtrimmer 565 bp
size: 565bp; fragments: 1267; full length: 1 (>=508.5bp)

o )
o_
©
3 | L 2
Lo
o
o | _
N 8 ~
< =
> o
) —— \./8
= _
(g o Qﬂ'
(72} O o
C ~ ¥ =
O — o (@]
n @] ©
@ N = o
O 5] O O -
o D g | n @
o C & "
+— (D) >
3 o : 2 |
e o 3 o No TE domain detected
Q N O
o) S 4 c
N (@]
’a;J o
ro] LU
0 l_o
o o -
S - —

I I I I I I I I I I I I I I I
0 100 200 300 400 500 100 200 300 400 500 0 100 200 300 400 500 0 100 200 300 400 500
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



After TEtrimmer ORF and PFAM domain plot
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'E consensus before TEtrimmer (bp)
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