Start crop Point End crop Point

1 MSA length = 2071 1

AAAT AAAAAT TGTAACGAAGTTACTATT-TTTTTATATATTTAATTAACTTTTTCAATTT - - - === - - - TACAAGAAACTTAAGCGTCAGTAACGCAACTCAGAAAGAGCTACGTTGCAA
TGAHG“AAGCAT TGTAACGAAGTTACTATTTTTTTTATATGTTTAATTAACTTTTTCAATTT - - - === - - - - TACAAGAAACTTAAGCGTCAGIAACGCAACTCAGAAAGAGCTACGTTGCAC
-------------------------- TGTAACGAAGTTACTATTTTTTTTATATGTTTAATTAACTTTTTCAATTT——————————TACAAGAAACTTAAGCGTCAGIAACGCAACTCAGAAAGAGCTTCGTTGCAC
TAATTTTA TAI IAAAAAATI I I TGTAACGAAGTTACTATTTTTTTTATATATTTAATTAACTTTTTCAATTT - - - - === - - - TACAAGAAACTTAAGCGTCAGTAACGCAACTCAGAAAGAGCTTCGTTGCAA
ABAAAAAATIBRTIT T

TAATTTTABTA TGTAACGAAGTTACTATTTTTTTTATATATTTAATTAACTTTTTCAATTT - - - - === - - - TACAAGAAACTTAAGCGTCAGTAACGCAACTCAGAAAGAGCTTCGTTGC- - - - - -

CETTRCETRA- - - - - - TGTAACGAAGTTACTATTTTTTTTATATATTTAATTAARTTTTTCAATTT - -« -- - -~ - TACAAGAAACTTAAGCGTCAGTAACGCAACTCAGAAAGAGCTTCGTTGCAA

TAATTTTA TAIAIAAAAAAHTT TAA TGTAACGAAGTTACTATTTTTTTTATATATTTAATTAACTTTTTCAATTT - - - - === - - - TACAAGAAACTTAAGCGTCAGTAACGCAACTCAGAAAGAGCTTCGTTGCAA
AAAGCA TT

TCCEN THAA - - - - - - - TGTAACGAAGTTACTATT-TTTTTATATATTTAATTAACTTTTTCAATT T -=----=--- TACAAGAAACTTAAGCGTCAGTAACGCAACTCAGAAAGAGCTTCGTTGCAA
AAARTT AT AT T T T T - - - - - - - - - - - oo o oo it o e e TACAAGAAACTTAAGCGTCAGTAACGCAACTCAGAAAGAGCTTCGTTGCAA
GAARCGABAAGARAGACAA - - - - - - - - = - = & @ & s e e e e e e e e e oo TACAAGAAACTTAAGCGTCAGTAABGCAACTCAGAAAGAGCTACGTTGCA- - - - - -

GGACRA TIATT AR TETACAT - - - - - - - - = - & @ = & m & o f ot o f e e e e e oo oo TACAAGAAACTTAAGCGTCAGTAACGCAACT CAGAAIIGAGCT TCOT TGCAA - = - = - - - x o m o s o m o m o m oo







1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fz After TEtrimmer 2071 bp
size: 2071bp; fragments: 367; full length: 14 (>=1863.9bp)
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bed g Lbed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries
size: 2371bp; fragments: 367; full length: 0 (>=2133.9bp)
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TE: rnd_5 family 15641
size: 2245bp; fragments: 425; full length: 24 (>=2020.5bp)
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After TEtrimmer ORF and PFAM domain plot
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