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1 MSA length = 12904 1
AAGAGGTCTGATATTTGGTGTAGGGCCTTCAGAAAAAACATCCTGCAATAAACCGT TGTACTTCC - - - = & 5 = o o o o o o o o ot o o f et f f f f e o e oo f i i i e oo oo iiie o -
AAGAGGTCTGATATTTGGTGTAGGGCCTTCAGAAAAAACATCCTGCAATAAACCGT TGTACTTCC - - - = 5 & = o o o o o o o o ot o o o ot f o f f e o e oo f i im e oo m i o
CGATTATCCAACATCTCAAGTGAAACCTGCAAGTGAAACATCCTGCAATAAACCGT TG TACTTCC = = = = = = & & & o o o o o o o o ot f o o f it ot o o ff e e oo oo i iim e e
--------------------------------------------------------------------------- AAGGTTTAAAAATTAAAGGAAAAAATAATTTAAAATTAAAAAAAAAGTAA
--------------------------------------------------------------------------- AA- - TTTAAAAATT--------AAATAATTTAAAATTAAAAAAAAA - - - -
AA- - TTTAAAAATT - - - - - - - - AAATAATTTAAAATTAAAAAAAAA- - - -

AAGGTTTAAAAATTAAAGGAAAAAATAATTTAAAATTAAAAAAAAAGTAA
AAGGTTTAAAAATTAAAGGAAAAAATAATTTAAAATTAAAAAAAAAGTAA
AAGGTTTAAAAATTAAAGGAAAAAATAATTTAAAATTAAAAAAAAAGTAA

AAGAGGTCTGATATTTGGTGTAGGGCCTTCAGAAAAAACATCCTGCAATAAACCGTTGTACTTCC - = = = = = = = = % m m e e e e e & e f f e f f e f f e fm e mm e mm e mm e e e m e m e e n o
AAGAGGTCTGATATTTGGTGTAGGGCCTTCAGAAAAAACATCCTGCAATAAACCGTTGTACTTCC - = = = = = = = = % m m e e e e e & e f f e f f e f f e fm e mm e mm e mm e e e m e m e e n o



Start crop Point
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bed uf.bed g 1l.bed fm_1.bed O O bcIn.fa_aln.fa_cl.fa_gs.fa_ce.fa
size: 12904bp; fragments: 1103; full length: 0 (>=11613.6bp)
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asta.b.bed uf.bed g 1.bed fm_1.bed O O bcIn.fa_aln.fa cl.fa_gs.fe
size: 13016bp; fragments: 700; full length: 0 (>=11714.4bp)
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size: 235bp; fragments: 29; full length: 21 (>=211.5bp)
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After TEtrimmer ORF and PFAM domain plot
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1sus before TEtrimmer (bp)
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