SLdlt LIvpy Ul v Livpy rultic

1 MSA length = 1366 1
AAAGCTCTTGA CTTTTTACACAAGCCCCGCACTTTGCTGAAGGAATAGATCACCTTAAATATAGAATGAGGAAGTAGCGCAAICTACCTCA ---------- ACGAGTTGTA.TGGCTAATGATCCTGGTGAT AGGCCTAGIGAAAAAA

AAAGCTCTTGABCTTTTTACACAAGCCCCGCACTTTGCTGAAGGAATAGAGCCCCTTAAATATAGAAGGAGGAAGTAGCGCAAT = == - == e e mmmmmm e m o ACGAGTTGTATATGGCTAATGATCCTGGTGATCBATGCCTAGGAAAAAAARMA - - - - - - - - - CA
--------- AAGCTCTTGABCTTTTTACACAAGCCCCGCACTTTGCTGAAGGAATAAAGCCTCTTAAATATAGAAGGAGGAAGTAGCGCAATCTACCTCA----------ACGAGTTGTATATGGCTAATGATCCTGGTGATCIATGCCTAGGAAAAAAA
TIT-AATAATAAGA T.TA ----------------------- GGAATAGAGTCCCTTAAATATAGAAGGAGGAAGTAACGCAATCTACCTCA-- - === -« - ACGAGTTGTATATGGCTAATGATCCTGGTGATC ATGCCTAGGGAIAAAA
--------------------------------------------------------------------------------------- ITCTATTCTG— e - —ACGAGTTGTATATGGCTAATIATICTG.GATC ATGCCTAGGGAAAAAA
----------------------------------------------------------------------------------------------------- ACGAGTTGTATATGGCTAATGATCCTGGTGATCBATGCCTAGGAAAAAAA . G-TTGAGA
AICTTTITACAAAAGTACTTCAITIT ------------------------------------------------------------------ ACGAGTTGTATATGGCTAATGATCITGGTGATC ATGCCTAGGAAAAAAART - - - - - - e e e e e
------------------------------------- ACTTTTCTGAA————————————————————————————————————————————————————————————ACGAGTTGTATATGG—TAATGATCCTGGTIATC GIC-GGAAAAAAA
-------- GAICTTTTT————————————————————————————————————————————————————————————————————————————————————ACGAGTTGTATAIGGCTAATGATCCTG——————————————————————— AA

- - - AAAA
TTG--AT
TA TIGAAAT
TT-AAAT

TTGAAAT
CTTTTTACACAAGCCCCGCACTTTGCTGAAGGAATAGAGCCCCTTAAATATAGAGGAAGGAAGTAGCGCAATCTACCTCA - = = = = = = = % m m e @t @t & e &t &t &t &t &t &t @t f ot ot e i e mm it d i e e i mmemmemmeemee oo TTG- -AAEEE - - - - -

> 0O >» > > > > > O

AAGCTCTTGA



End crop Point

Start crop Point

———— e
o o e o e i e

— e S — — — -
""."|”m|"."m
mﬂ llmlﬂ

D — ) — — — |

L —— 1 ——— ——— ——— .

—
ﬂﬂﬂﬂﬂl ==
=sE======

= " — — —

ml
o ﬂl_l
123455?39.@.

1750

1500

1250

1000

750

500

250



2d_uf.bed g 5.bed fm_1.bed 0 O bcin.fa_aln.fa cl.fa gs.fa ce.fa I After TEtrimmer 1366 bp

size: 1366bp; fragments: 776; full length: 61 (>=1229.4bp)
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tasta.b.bed ufbed g 5.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 1671bp; fragments: 765; full length: 0 (>=1503.9bp)
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divergence to consensus (%)
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TE: rnd_5 family 3116
size: 3309bp; fragments: 836; full length: 14 (>=2978.1bp)
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After TEtrimmer ORF and PFAM domain plot

ORF1

ORF4

ORF2

ORF3

RNase H

Bl ORFs
B PFAM domains

200

400

600

800

1000

1200




Before TEtrimmer ORF and PFAM domain plot
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