Start crop Point End crop Point

MSA length = 12900 1
AATIAA— TAAATAAT - TTCA.TIAITTCIATGT - TTT.T - TIAATCTTIAA.AAAIATAAATAAAAATATTTAAATTGAIATA— - - T.CA— TTTTT---------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
AATTAABTGARTAATTTTTAAATTCATTTTATGTTTTTTTTATITATCETTAAAAAAATATAAATIAA - CTARTTAAATTAAAATATTTTTTT T TTTTT- -2 - - CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
TATTAGHTAAATAATTTTCAAAT - - - TTTTACATTTTTTTTACAAAATATTAAAAAAATATAAACAAAATATTTAAATGRAATATTRTTTTATTTTTT- - - - - - CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
AAT - - - A AAATAAITCTTIAATIAATTTIATAT—TTTTTTATATTACTTTAAAAAAATATAAATAAAAAIATTTIAI!IAAAAIATI!TTTTIATTTCI ---------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCICGA
AATT- - - TABGAGATTTTCAAATTAATTTTATAT - TTTCTTJTAAAATATTAAAAAAATATAAATAAAAATATTTAAARTAAAATATTTTTRTATTTTCT - - - - - - - - - CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
AATTAAATAAGTAATTTTCIAATTAARTTTATATTTTTTTT-TAAAATTTTJAAAAAATATAAATAAAATATCTAAATTAAAATATTTTTTTAT T TTT- 2o - - - CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
AATTAGATAAATGATTTTCAAATTAATTTTATATTTTTCTTACAATATTTTAJAATGATATABACAAAAATATTT - - - - TAAAAART TTTTCATTTTTT- oo - - CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
TATTAAATGAAAAATHECEBCAAARTAA- - - - - - - - TRTTTTT - TTTAAAAAAATAT - - ATBAAACTATCTAAATTAAAATARTT - - - - - TTTTTT---------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA

-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCIICGA

-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCBAAATCGCGA
-------------------------------------------------------------------------------------------------------------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCBAAATCGCGA
AITTAAATAAAAAITT - AAATTCATTC.CA.TTTTTIA - AAAATTITAAAATGATATAAITAIAAATATTTAIATTAAAATATTTTITTAATITTT ---------- CACTATACTATAAAGTTAAAATTAAGGCAAAACGTTGTCACCTCAAAATCGCGA
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2d_fm_1.bed 0 0 n.bed g 1.bed fm 2.bed O O bcin.fa_aln.fa_cl.f
size: 12900bp; fragments: 119960; full length: 0 (>=11610bp)
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ved g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa After TEtrimmer Extended plot Blue lines are boundaries
size: 13246bp; fragments: 108253; full length: 0 (>=11921.4bp)
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divergence to consensus (%)
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TE: rnd_5 family 2030
size: 1902bp; fragments: 5815; full length: 25 (>=1711.8bp)
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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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1Isensus before TEtrimmer (bp)
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