Start crop Point End crop Point

1 MSA length = 693 1

CTTACTTCTTTTAGCGAGAACTGGTCCTTGCCAGTCCAAAGTACTTTTAT - --------- CTTAAG-TCTTGAGCGAACCCCTTCGACCCTTTTAAAGAGTTTTGTTACAAGTRT - -
CTTACTTCTTTTAGCGAGAACTGGTCCTTGCCAGTCCAAAGAACTTTTAT - -« ------ CTTAAG-TCTTGAGCGAACCCCTTCAACCCTTTTAAAGAGTTTTGTTACAAffTCTAA
CTTACTTCTTTTAGCGAGAACTGGCCCTTGCTAGTCCAAAGT GC T TTTAA - = & = = % & m m ot m ot m e m ot &t &t &t &t m ot e & f e m e mf e mf ot dm it e i e e o e o e mee e s

CTTACTTCTTTTAGCGAGAACTGGTCCTTGCCAGTCCAAAGTACT TTTAT = = = = = = = = m m m m o m m e @ e e m e e m e o e @ e e e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e o e -
CTTACTTCTTTTAGCGAGAACTGGTCCTTGCCAGTCCAAAGTACT TTTAT = = = = = = = = m m m m o m m e e e e e m e m e o e @ e e e e e e e @ e e e e e e e e e e e e e e e e e e e e e e e e e oo o -
CTTTAAGACTTGAGCGAACCCCTTCAACCCTTTTAAAGAGTTTTGTTACA - - - - - - -
CTTTAAGACTTGAGCGAACCCCTTCAACBMCTTTTAAAGAGTTTTGTTACA - - - - - - -
CTTTAAGACTTGAGCGAACCCCTTCAACICTTTTAAAGAGTTTTGTTACA -------
CTTTAAGATTGAGCGAACCCCTTCAACCCTTTTAAAGAGTTTTGEJACH- - -- - - -
CTTTAAGACTTGAGCGAACCCITTCAACICTTTTAAAGAGIETTGTTAC!IGTCTIA
CTTTAAGABTTGAGCGAACCCCTTCAACCCTTJTAAAGAGTRTTGTTA- - - -« - -~ -
CTTTAAGACTTGAGCGAACCCCTTCAACCCTTTTAAAGAGTTTTGTTA- - --------
CIT1TnCGACA.C.TﬂTTTTAT.A. ------------------------------------------------------------ CTTTAAGECTTGAGC - =« -« o m o s o m o m o BcrcTac
TCAT-TTGAAAAGTA - - - - - - - - - - - - T TETTAT Y - [ CTTTAAGACTJGAGCGAACCCCTTCAACCCTTTTAAAGAGTTTTGTTACA- - - - - - -
-------------------------------------------------------------------------------------------------------------- CTTAAG-ACTTGAGCGAACCCCTTCAACCCTTTTAAAGAGT -TTGTTACA- - - - - - -
T.T.T.A.AIT - GICCA-C-AIT-T.AA_ ------------------------------------------------------------ CTTAAG-TCTTGAGCGAACCCCTTCAACCCTTTTAAAGAGTTTTGTTACAAGTCTAA
-------------------------------------------------------------------------------------------------------------- CTTAAGEACTTAGC- - - - - -CTTCGACCCTTTTAAAGAGT TTTGTTACA =« -« - s mw o m o mm e e
cl ------------------------------------------------------------------------------------------------------------ CTTAAI!TCTTGAGCGAACCCCTTCGACCITTTTAAAGAGTTTTGTTACA— - —CTI— GCCACTATTAC
-------------------------------------------------------------------------------------------------------------- CTTTAAGACTGAGCGAACCCCTT -AACCCTTTTAAAGAGTTTTGTTACAAGCTAA -CCACTATTAC

TEATTA TETATEATG- - - - - ATCEGC TEEG A AR T AR T A BT - - - - - - - - - - C-TTAAGACTTGAGCGAACCCCTTCAACCCTTTTAAAGAGTTTTGTTACAAG- - - - - —CAACTAICAC

-------------------------------------------------------------------------------------------------------------- C-TTAAGTCTTGAGCGAACCCCTTCGACCCTTTTAAARAGTTTTGTTACA- - - - - - - - - - -Cl@A@cAc
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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. After TEtrimmer 693 bp

size: 693bp; fragments: 130; full length: 1 (>=623.7bp)
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|.fasta.b.bed uf.bed g 3.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 1052bp; fragments: 63; full length: 0 (>=946.8bp)
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divergence to consensus (%)
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TE: rnd_5 family 8434

size: 603bp; fragments: 138; full length: 29 (>=542.7bp)
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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