Start crop Point End crop Point

1 MSA length = 5981 1
-------------------------------------------------------------------------------------------------------------------------------------- AAAGATTTTIRAAAAAGGTT T TRARG Tl T TTABGGAAGGGA - - - - TAA
TGAAATTATTTTAAAAGTBACATTTGAAAA - - AAAGGAGAAAAAAGT TTATT - - AATTGTTAAACTAAATA - = - = -« -« oo oo s ottt f L L L L L L L L.
------------------------------------------------------------------------------------ GAAAATTCGCATGAATAAATAATAAAATACTAAATTTTTGTATATAAACAAAAAA- - - - - AAAAAAAATGTTTTAJ T TBABTAAGGTAGAAAATTTTCA
TGAATTAARTTTARAT - TACATTTGAATATTAAGGAGGEAAAAATTTTATTAAAATJGATAAATTGAATATT - - - - - - - - - - GAAAATTCGCATGAATAAATAATAAAATACTAAATTTTTGTATATAAACAAAAAA- - - - - AAAAAA - - = - = o e e e e e e e e eeoaa

-------------------------------------------------------------------------------------------------------------------------------------- GAAAGGCTBABBGCEAATGGCRT - - - - - - - - w o e e

TGAGTTTATTTTAAAATTJACATTTGAATATTABAGGAGGAA- - - - - - - TATTGTAATT-------- T 1 i
------------------------------------------------------------------------------------ AAAAATTCGCGAGAATTAACAATAAAACGCTTAATATTTGTGTATTAGCAGAJAAATIITBAAAGA -GTGTCTTATTTTTATTAAAGT-G-AJJ@TTT- -G
------- G TCRAAAAGTTATATT - - - - - - TTAAAGGIGGAAAAAAT T TTAATAAAATTGT TAAATT -« -« =TT - - o oo s e oot ot L.
-------------------------------------------------------------------------------------------------------------------------------------- WAAAAATTTT- - - - - - -GTGTTTTATTTTTATTAAAGAAAAGAATTTAG
---------- Tl e e e s T AT T e - s s ottt -GAAAATTCGCATGATTAGATAGTTAAATACTAACTTTTTGCATCTATACAAAAAAGT TTTAAAGEAA- - -TT--ATTTTTATTAAA- - - -AAAATTT - - A
------- Y R B R e I e e
TTAATATATTTTBAAA- -TAC- - -GGAGTATTAAABGAGGAAAAAATTCTA=TAAAAT TGT TTCATCAAATAT T - -« o c s s m ottt oo AAAAA- - - - - AAAAAA - - - - - - - - ATTTTTATTAAA- - - - - AAATTT- -A
GGAATTTATTCTAAAAGTTACETTGAATTTTAAAGGAGIAAAAAATCTTBT TAA- - - TATTAAATTAAAGACC - = - = - - - - & oo oot f ot Lo o Lo o_o......___._.._._...






bed fm_1.bed 0 O n.bed g 1l.bed fm _2.bed 0O O bcIn.fa aln.fa _c
size: 5981bp; fragments: 154; full length: 0 (>=5382.9bp)
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d g 1.bed fm 1.bed O O n.bed g 1.bed fm 2.bed 0 O bcIn.fa_a
size: 9023bp; fragments: 152; full length: 0 (>=8120.7bp)
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TE: 1t 1 family 74 Before TEtrimmer 201 bp

size: 201bp; fragments: 55; full length: 25 (>=180.9bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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