Start crop Point End crop Point

1 MSA length = 959 1

TTAACCCTCGAGCGGGCGIGTCCCGAAATTTTGTACCGCAATTTTACTAA —————————— CAACGCGCCCGATCGTGTGATTCTAAAITACGCGCCTGCTCGAGGGTTAAA
TTAACCCTCGAGCIGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTIA —————————— CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCCCGAGGGTTAAA TTTHRTCAA
TTAACCCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA- - --=-=-=-=--- CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAAA TAA
TTAACCCTCGAGCGGGCGCGTCCCGAAITTTTGTACCGCAATTTTACTAA —————————— CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCITGCTCGAGGGTTAAA ———————————————————————

TT TTIT

TTAACCClCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - == - == - - - - CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCCCGAGGGTTAA TT e mmmmmm e mm e o -
- - - -AAABCEBTTEBT T A TTAACCI!CGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA ---------- CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAA TT------
T--TAAATARTTIRTCH - - TTAACCCTCGAGCGGGCGJGTCCCGAAATTTTGTACCGAATTTTACTAA - - - - - - - - - CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTIGAGGGTTAAANTHCH- - - - - TAA
- - - -AAABARTCETTE- - TTAAICCTCGAGCGGGCGCGTCC.AAATTTTGTA.GCAATTTTACTAA ---------- CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAAA - - - - - - - - TTTAA
TTRATAAAT TRATTTTAGRTGE T - - - - - - - - - - m o mm e o mm o e o o - TTAABCCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - = = = - = - - CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAAA - - = = = = = = = = = - -
I iTTAAITA TAATAAATART TRCTRCART TTAACCCTBGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - - -« - - - CAACGCGCCCGATJGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAARTIART-TTTTAA
GranTTRAAG- - ---------- ﬁIGA TTETCH-------- TTAACCCTCGAGCGGGCGCGTJCCGAAATTTTGTACCGCAATTTTACTAA - - - - - - - - - - CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAA - = = = = = mmmmmmmm e e e e e o o -
-------------- AA - - -BEATARTTHCTETA TTAACCCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA----------CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCCCGAGGGTTAAANT
-T.—IAAATTI—A TAITAAATA TTRTCHTA TAACCCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - - - - - - - - CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGIGGGTTAA T
-------- AAATTEBAA TARTTRTTE- - ---- - -BTTAAICCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA- - - - - - - - - -CAACGCGCCCGATCJTGTGATTCTAAAGTA- - - - CCTGCCCGAGGGTTAAA
!IT TTHTEE - - TTAARCCICGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - - - - - - - CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAAA

TTAACECTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA- - --=-=-=---- CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAAAET
TTAA CCTCIAGCGGGCGCGTC CGAAATTTTGTACCGCAATTTTACTAA------=---- CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAAN T
TTAACCCTCGAGCGGGCGCGTCCHMGAAATTTTGTACCGCAATTTTACTAA---=---=---- CAACGCGCCCGATCGTGTGATTCTAAAGTACGCGCCTGCTCGAGGGTTAAARTHRAEGBSET - - - -AAEEEG A\ ANGEEERG [ AN GG AR - - - ------------
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.bed_uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 959 b P

size: 959bp; fragments: 890; full length: 280 (>=863.1bp)
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fasta.b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa _cl.fa_gs.f After TEtrimmer Extended plOt Blue lines are boundaries

size: 1259bp; fragments: 890; full length: 0 (>=1133.1bp)
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TE: rnd_3 family 24
size: 1129bp; fragments: 2466; full length: 1 (>=1016.1bp)
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After TEtrimmer ORF and PFAM domain plot
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