Start crop Point End crop Point

1 MSA length = 856 1

------------------------------------------------------------ GJCGATTTTTTCGCACTGATGATGGTTTCATAGTGCACAAACGTCGTCAA - - - IMTIICATGAAAAAT GTClcTTATHIMCGAGTTTC
TTRAAATAAAATATAGAAATCCTATACGCCGTTCAGGCAAAAATTTACTTAAA - - = = - = - - - - GACBATTTTTTCGCATTGATGATGGTTTCATAGTGCACAAACGTCGTCAA- - - TRl TATGAAAAA GCCICTTA CGAGTTTC
------------------------------------------------------------ GAC!ITTTTTTCICATTGATIATGGITTCATAGTGCACAAACGTCGTC o - - AATATTATGAAGAAT e TlTcTAC
--------------------------------------------------------------------------- GACGATTTTT T --cccccmccececacecacaaaaaeaeaea-o----CAIRET - T CGTGTCAC
------------------------------------------------------------ GACGATTTTTTCGCACTGATGATGTTTCTAGTGCACAAACGTCGTCAA- - - IETRIICATGAAAAAT C CGAGTTTC
--------------------------------------------------------------------------------------- GACGATTTTT T --cccmcmmmmmmmcmeeeeeeeeeeeeaeeo-o----CGRRNT - T CGTGTCAC
T B 1R GACI AT T T T T e s s m oo oo e CARPHTIEC-------- T CGTGTCAC
T o TTI- - - - - h s e e e GAI!ATTTTTT --------------------------------------- CABRHTIEC-------- T CGTGTCAC
--------------- T AWTT Y €7 oL 7: % 1 5 1 5 1 o I - T cGTlTcac
A C A AAATAAAATATAGAAATCCTATACGCCGTTCAGGCAAAAATTTACTTAAA - = - == -« - - - GACGATTTTTTCGCATTGATGATGGTTTCATAGTGCACAAACHTCGTCAACGIMTIIICATGAAAAAT C CGAGTTTC
A C A AAATAAAATATAGAAATCCTATACGCCGTTCAGGCAAAAATTTACTTAAA - = - == -« - - - GACGATTTTTTCGCATTGATGATGGTTTCATAGTGCACAAACGTCGTCAG---- - - - - CETAAAGAAT T TGARTTA
A T A AAATAAA - = = = - oo mmm e oo TTA- -GCAATAAAATATTCA- === -n---- GARGATBBEG T - - - - - - - - == oo oo CA CATGAAAAAT T TGTITCA
A T N 1 15 1 GA!IATTTTTTCGIAT ---------------------------------- CACTTTTEG- - - - - - - - T TGTGTCA
A T L X oL i 5 5 CGETTTTEC- - - - - - T CGTGTCAC
A T A - - - - BTG - - - - - -l X L7 i i e CARBHTIREC - - - - - - - - C TGTGTCAC
A T L X L7 i i e CARPHTIEC-------- T
A T - AAATAAA - - < = o oo oo e oo TTA--GCAATABAATATTCA= =« =-=----- GARGATEBTBE T - - - - - - - - v e e CA CATGAAAAAT T
A C - AAATAAAATATAGAAATCCTATACGCCGTTCAGGCAAACATTTACTTAAA - = - = - - - - - - GACGATTTTTTCGCG- - - - - GACGGTTTT - mmmmmmmmmmmmmmmmmmmmm oo - TATAACA C
A C - AAATAAAATATAGAAATCCTATACGCCGTTCAGGCAAACATTTACTTAAA - = - = - - - - - - GACGATTTTTTCGCG- - - - - GACGGTTTT - mmmmmmmmmmmmmmmmmmmm e e TATAACA CACAAAACTAC - = - wmm o e e s
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Start crop Point
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 856 bp
size: 856bp; fragments: 12693; full length: 11 (>=770.4bp)

(@]
o ] o
o o -
© (o0}
o |
s 2 =
X 0 o
~— VO
2 88
7] S [=1
g 4 k- 3
%H Qﬁ' S
) ——
S =
) ) O
(&) O o ()]
o S S »n 8- :
= o & 5 < No TE domain detected
L o > n
O 7 (@] c
(- (&) (b]
5 S 2
o S 7 Q
g N \ o
= LuO_
o} o
0 — = «
o
o _|
=
o I I ’“J o

0 200 400 600 800 200 400 600 800 0 200 400 600 800 0 200 400 600 800
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ed g 1bed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 1197bp; fragments: 12672; full length: 0 (>=1077.3bp)
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TE: nd_1_famiy 106 Before TEtrimmer 598 bp

size: 598bp; fragments: 12342; full length: 659 (>=538.2bp)
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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)
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