1 MSA length = 1359
------------------------------------------------------------ T TTCGAA

Start crop Point End crop Point
AA - -

GTTTCTCGCATAGTGTAGACGCTGTTT-----=---=--- AT TIRGEATA T T TH------ TETTHTCHCcBEAGH8TC
------------------------------------------------------------ TGTTTCGAABMGTTTTTCGCATAGTGTAGAIGCTGTTTTAGAAT - - - - - - AT TT ARETTEAAGBGEC TEECETCIATRTE T ABETACAA
------------------------------------------------------------ TGTTTCGAAGRGT TTCTCGCATAGBGTAGACGCTGT TTAAGAAT = = < @« o c o s o m o m o m oo oo TA

-------------------------------------------------------------------------------------------------------------- AT TIARA ATA T ARE TR A A
------------------------------------------------------------ TGTTTCGAATTMT TTCTCGCATAGTGTAGACERTGT T - -----------[BGT TAACEATT TEET THAG
------------------------------------------------------------ TGTTTCG GTTTCTRGCATAGTGTGTACGCTGTTTAAAAATATTTTAARTEREARET™ TETTTEAA

GATAAATATAAGCCCGTGTTATAAAAATTAGTTCCCACITTTCCTGAAATGA ---------- TeTTTCHAA GTTTCTCGCATAGTGTGTACGCTGITTAAAAAT --------------------------------------------------------
GAIAAATATAAGCCCGTGTTATAAAAATTAGTTCCCACGTTTCCTGAAATGA ---------- TGTTTCGAA GTTTTTCGCATAGTGTAGACGCTGTTTAAAAATTGTTCAG-A.TT-T.TTI -------------------------

GATAAATATAAICCCGTGTTATAAAAATTAGTTCCCACGTTTCCTGAAATGA ----------------------------------------------------------------------------------------------------------
GATAAATATAAGCCCGTGTTATAAAAATTAGTTCCCACGTTTCCTGAAATGA - - = = = = = = - - TGTTTCGAA GTTTCTCGCAIAGTGTAGAIGCTGTTTAAA ------------------ TT
GATAAATAIAAGCCCGTGTTATAAAAATTAGTTICCACGTTTCCTGAAATGA ---------- IGTTTCGAA GTTTTTCGCATAGTGTAGACGCTGTTTTAIAA—ATTTTAAIT-A.TT

------------------------------------------------------------ TGTTTCGAARMGTTTCTCGCATAGTGTGTACGCTGTTTAAAAATATTTTAAEEH
------------------------------------------------------------ TGTTTCGAABMGTTTTTCGEATAGTGTAGACG|TGTTTTAAAA

GTTTTTCGCATAGTGTAGACGCTGTTTAIAIA—ATTTTAGIT-A_

> > > > > > > > >

---TTTCTG

ACTTTCHlT AAATTITIG
ACTHTC ---TTTCTG

4 4 4 4 4 4 - < -
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i

size: 1359bp; fragments: 6485; full length: 11 (>=1223.1bp)
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fasta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 1720bp; fragments: 5617; full length: 0 (>=1548bp)
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divergence to consensus (%)

TE: md_3_ family 572 Before TEtrimmer 573 bp

size: 573bp; fragments: 3521; full length: 413 (>=515.7bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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