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1 MSA length = 4299

TGGCTTTCACTCGTACAATTHTAAGGGTATGGCTTATCGGAGTGTTGTACATTTTCAGGCTGTGTCAGTACGAATATGACACTGTTTATTT T --=- === - - ATTTTTAATTTGAGTTGECCGCTTGAAAAAAAAAAATTTTGGCCTTACAN- - - - TAGHTIlAAA ATATAAATAAA.TITAITITTCA-T
TO-BTTCBCTCOTRIAM T TG - - - - - - - - - - - - - - - oo e e oL ATTTTTAATTTGAGTTGACCGCTTGAAAAAAAAAA - -TTTGGICCTTACARE TR TBART TIRTAAARAT - - -« - oo e oo e
TGGCTTTCACTCGTACAATTITAAGGGTATGGCTTATCGGAGTGTTGTACATTTTCAGGCTGTGTCAGTACGAATATGACACT GT TTAT T T T - = - = - = = = = = & s m s m s m o m e e e o e ettt ettt o ot o o oo e e e e oo o e o e o oo oo o e oo s ATTAATAA
TGGTTTTCACTCGTACAATTHMTAAGGGTATGGCTTATCGGAGTGTTGTACATTTTCAGGCTGTGTCAGTACGAATATGACACTGTTTATTT T --=---=---- ATTTTAATTTTGAGTTGACCGCTTGAAAABAARITTTTTTGGCCCTTACA ATAAAAATGAA
TGGCTBTCARTCOBACGATTGTAAG -« === - - - - - COAA - - - oo el ATTTTTAATTTGAGTTGACCGCTTGAAAAAAAAA-TTTTTGGCCCTTACA TTATATGAAAA
TGGCTTTCACTCGTACAATTHMTAAGGGTATGGCTTATCGGAGTGTTGTACATTTTCAGGCTGTGTCGGTACGAATATGACACTGTTTATTT T --=- === - - ATTTTTAATTTGAGTTGACCGCTTGAAAAAAAAAATTTTTGGCCCTTACARMTRT TTARTEBAARAE- - - - - - -
----------- BTACGATBGTABGAACT TGGTATACEGOBA - - - - - - -« - - s c oo e e ATTTTTAATTTGAGTTGACCGCTTGAAAAAAAAAATTT - -GGCCCTTACA -
---------------------------------------------- GGAGTGTTGTACATTTTCAGGCTGTGTCAGTACGAATATGACACTGTTTATTTT----------ATTTTTAATTTGAJJTTGACCGCTTGAAAAAAAAAATTTTR-GCCCTTACA ATATAAATAAA
-------------------------------------------------------------------------------------------------------------- ATTTTAATTTT -



End crop Point

Start crop Point
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b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.

divergence to consensus (%)
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size: 4299bp; fragments: 1696; full length: 1 (>=3869.1bp)
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tastabbed ufbed g 3.bed fm Lbed 0 0 _bclnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 4611bp; fragments: 1598; full length: 0 (>=4149.9bp)
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TE: md_5 family_6907 Before TEtrimmer 2522 bp

size: 2522bp; fragments: 535; full length: 12 (>=2269.8bp)
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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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[E consensus before TEtrimmer (bp)
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