Start crop Point End crop Point

1 MSA length = 12217 1
-------------------------------------------------------------------------------------------------------------- AAAGGGTGAACATGTGTTTGATTTTCCCGTATTGGAATGAGACGACATCACAATAATAGTTCAARTIITTARA- - - - - - - Al T~ NCEE - G
AATTT-TTAATAGATTTGTTAGTCCCGCAAAATTTTAAGCGTTAATCAGAAGTGTAGTGCGACCTGGTTACCCAACAAT T TT TG T TTAAAT T TAT TAT TA - - = & o & o s m e m o o e o o e o o e o e o ot e o o et e o et et o e e e o f f et ottt et ettt et oo e m e o e e e oo o aeoeoemeaocmaaoemam
-------------------------------------------------------------------------------------------------------------- AAAGGGTAAACATGTGTTTGATTTTCCCGTATTGHAATGAGACGACAT CACAARG - - - - - -« - - - - o s o s e
1 L AAAGGGTGAACATGTGTTTGATTTTCCCGTATTGGAATGAGACGACATCHRE - - - - - - - - - - - - - - - - m oo e oo e o - TAC
—GT!I --------------------------------------------------------------------------------------------------------- AAAGGGTGAACATGTGTTTGATTTTCCCGTATTGGAATGAGACGACATCACAM- - AACAATAAA TAAA- = - -« -«---

-------------------------------------------------------------------------------------------------------------- AAAGGGTGAACATGTGTTTGATTTTCCCGTATTGGAATGAGACGACATCACABMGTAATAAT - - AAAATTAA - - - - - - - - - - -
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-------------------------------------------------------------------------------------------------------------- AAAGGGTGAACATGTTTTGATTTTCCCGTATTGGAATGAGACGACATCACA
-------------------------------------------------------------------------------------------------------------- AAAGGGTGAACATGTGTTTGATTTTCCCGTATTGGAATGAGACGACATCACA
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] fm_1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa_cl.fa

divergence to consensus (%)

size: 12217bp; fragments: 1061; full length: 0 (>=10995.3bp)
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1 uf.bed g 1.bed fm 1.bed O O n.bed g 1l.bed fm 2.bed 0 0O bc

size: 12884bp; fragments: 832; full length: 0 (>=11595.6bp)
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TE: Itr_1 family 614

size: 6336bp; fragments: 116; full length: 0 (>=5702.4bp)
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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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