Start crop Point End crop Point

MSA length = 7928

T----eemeea TTAAITIAAICAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA —————————— GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT TAAAAA
—GTACAIAACAIA AT----- AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA---=-=-=--=-=-- GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT TITAAA
-GTAC-------- TIAAT-A CAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA---=---=-=-~-- GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGIT TAAGCA
————— AAAACETA -----------AABCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA----------GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT CAAAAA
TGATCAAAAC!IA TTAATEBESAARCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA---=---=---- GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGIT

TGTACIAAACATA T-AATEEABMCCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA---=-=--=-=--- GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGG

TGTACAAIACATA TTIATT AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA---=-=-=--=-~-- GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT AACCCAGT

AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA- - - - - - - - - - GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT AAC- - - A
ACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA - - - - - - - - - - GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGG ACCCAGTHA
AACCIAIGA-TAAA.TIGGTAGACAGAACACTCCATTCATAAAACTCAA ---------- GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGIG AlCcCAGTRA
AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA- - - - - - - - - - GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT AAC- - - - -

T - AABTEARBICCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA- - - - - - - - - - GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGGHGEANC - - - - -
--------------- CAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA----------GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT -
Al AATTJABCCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA- - - - - - - - - - GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT ST
--------- AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCAA----------GTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGT AAC- - - - -
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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 7928 bp

size: 7928bp; fragments: 11647; full length: 50 (>=7135.2bp)

0 —
N — —]
= _ o /\
— S |
— o
— —— © IR
] o e
~—~ O _| - — o
8\/ _— — 8_ 88
‘g = — —— 1o 5
c L T == = _ = ~ [
Ieb) — = = - _ [E— Q 3 (@)
0 9 - = —— Q o o
c B == = — E—;v —
(@) | . - = = o © N
© — — = ¥ - = n 8 N
(@] - :;_jz__ - = EO ﬂ n v \
= - _ - = - - E o S >
() - == = — > 3 N
O o = — = __ = o c
c = - = _= - = o %
Q = — = 2 =
= S c
g ‘ __: g - 3
— —_ o 1
= — - ~ u S No TE domain detected
o = — — =
0 = = 5
= o _|
e— | o
i
L’——hb—"_’—'mj L‘%“J
o o o

0 2000 4000 6000 2000 4000 6000 0 2000 4000 6000 0 2000 4000 6000
TE consensus (bp) TE consensus genomic coverage plot (bp) TE consensus self dotplot (bp) TE consensus structure and protein hits (bp)



fasta.b.bed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 8228bp; fragments: 11647; full length: 41 (>=7405.2bp)
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size: 7891bp; fragments: 11996; full length: 52 (>

TE: rnd_5 family 3343
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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)
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