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1 MSA length = 587 1

CAGTGGCGTGCAGTGCTAATCAGATCAGGGJAGGCAAAAATTGGTATAAT - - - - - - - - - - TTTGTCRlGGGTAGGCAACGCCTTTTTGCCTACHTTATTGCACGCCACTG- - - - - - - - - - -
CAGTGGCGTGCAGTGATAATCAGATCAGGGTAGGCAAAAATTGGTATAAT - - - - - - = - - - TTTGT--------- CABMIGCCTTTTTGCCTACATTATGTGCACGCCACG
CAGTGGCGTGCAGTGCTAATCAGATCAGGGTAGGCAAAAATTGTATAAT - - - - - - - TTTGTCRlGGGTAGGCAACGCCTTTTTGCTACATTATGTGCACGCCACTG
- - --ACA CAGTGGCGTJCAGTGATAATCAGATCAGGGTAGGCAAAAATTGGTATAAT - - - - - - - - - - TTTGTCGGGTAGGCAACGCCTTTTTGCCTACATTATGTGCACGCCACTGEMR- - - - - - - - -
ITTTACA CAGTGGCATGCAGTGATAATCAGATCAGGITAGGCAAAAATTIGTAIAAT ---------- TTTGTC GGGTAGGCAACGCCTTTTTGCCTACATTATGTICACGCIACTG
------------------------------- CAGTGGCGTGCAGTGATAATCAGATCAGGGTAGGCAAAATTGGATAAR- - --------TTTGTCRGGGTAGGCAACGCCTTTTTGCCTACATTATGTGCACGCCACTG
TAAACA CAGTGGCGTGCAGTGATAATAGATCAGGGTAGGCAAAAATTGGTATAAT - - - - - - - - - - TTTGTCGGGTAGGCAACGCCTTTTTGCCTACATTATGTGCACGCCACTG
TAAACC CAGTGGCATGCAGTGAAAATAAGATCAGGGTAGGCAAAAATTGGTATAAT - - - - - - - - - - TTTGTCEMGGTAGGCAACGCRTTTTTGCCTACATTATGTGCACccACTG
TTBECA AGTGGCGTGCAGTGCAAATCAGATCGGGTAGGCAAAAATTGGTATAAT - - - - - - - - - - TTTGTCHlG GTAGGCAACGC!ITTTTGCCTACATTATGTGIACGCCACTG
TTAATA CAGTGGCGTGCAGTGCTAATAAGATCAGGGTAGGCAAAAATTGGTATAAT - == - == - = - - TTTGTCHGGGTAGGCAACGCCTTTTTGCCTACTTATGTGCACGCCACTGGTAGEAAGTATCATCATCTAGT TAG- - - - - - -------------
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b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa aln.fa_cl.fa_gs.fa ce.
size: 587bp; fragments: 1204, full length: 87 (>=528.3bp)

divergence to consensus (%)
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tastabbed ufbed g Lbed fm Lbed 0 0 _belnfa ainfa clfa gs After TEtrimmer Extended plot Blue lines are boundaries

size: 887bp; fragments: 1202; full length: 0 (>=798.3bp)
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TE: rnd_3 family 1227
size: 489bp; fragments: 1498; full length: 314 (>=440.1bp)

divergence to consensus (%)
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)
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