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1 MSA length = 5828 1
------------------------------------------------------------------------------------------------------------ ACTTCTAAAAAAATAATGTAGTTATTATATAAATTAATTATTTTTTCTCACGCTAGCTCAGATAACATT -AJJATAGTGACCAAGTCCC
TAAABTTCAT TR - - - - - TGC'AAAA‘GTTHTI -----------------------------------------------------------------------------------------------------------------------------------------------------
TEAACTTGACTGTCAATTTCGCGCCGATGTIBAAAAATIRIG T TIRT CBB THCGGTACTAAAGATCGTTATTATTGGTCTGACAGATAAATGGGGATACAT G - = = = = = = = = & & & @ e m o m e m ot e m et o o et ot e f ot e m e f bt e m e e et f i e i e e e oiameacemaaoa e TABBGCTAAT----------
------------------------------------------------------------------------------------------------------------ ACTTCTAAAAAAATAATGTAGTTATTATATAAATTAATTATTTTTTCTCACGCTAGCTCAGATAACATT—AIATAGTGACCAAGTCCC
--------------------------- AACAAC ACCATGAAAAAAGTAATGTAGTTATTATATAAATTAATTATTTTTTCTCACGCGGGTCAAAATATTTTT - -[IGTAGTGACCAAGTCCC
T AACAAC ACCATGAAAAAAGTAATGTAGTTATTATATAAATTAATTATTTTTTCTCACGCGGGTCAAAATATTTTT - -IGTAGTGACCAAGTCCC
TIAAC.GACTGTCAA.TCGCGICGATGT ACCACTAAAAAAG - = = = = = = = = = o mm o e e e oo oo oo GCTAAAAAAATTCT - ABMGTAA - - - = - - == - - - -
-------------------------------------------------------------------------------------------------------------- ACCACTAAAAAAG - = = = = = == == e s e memmmmemeccaaeacaaaaaaee--GCTAAAAAAATTCT -ABMGTAA - = - == == - = - - -
TEAACTTGACTGTCAATTTCGCGCCGATGTIMAAAAAT CGGTACTAAAGATCGTTATTATTGGTCTGACAGATAAATGGGGATACATG = = = = = = = = = = = m e m e m ot m ot e et oo f e e e i e e e o e mammemameaaem o CBcrcicTA----- ATTTTTARBGTEA- --------- TC
TEAACTTGACTGTCAATTTCGCGCCGATGTIMAAAAAT CGGTACTAAAGATCGTTATTATTGGTCTGACAGATAAATGGGGATACAT G = = = = = = = = = = = & & & @ m & e m e m o f e m o e m e m o m m e o ot m et e m et f m e f ot fm e o mm e f i f o e m oo e o micmaaoaoameaoe e
-------------- AccGAllccilAlcBA T 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 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 oo oo oo
MGCCGATG T AAAT AT TR AT T TG T CIBT - - - - - - - - - oo oo oo GCCACT------ GTAATGTAGTTATTATATAAATTAATTATTTTTTCTCACGTTGGCTAGAGTGATTTTTANMMATAA - - - - - oo oo - -
GTAATGTAGTTATTATATAAATTAATTATTTTTTCTCACGTTGGCTAGAGTGATTTTTANMMATAA - - - - - - - - - - - -

--------------------------------------------------------------------------------------------------------------------------------- AARIGEAAGTCCGAATA - -



Start crop Point End crop Point
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bed uf.bed g 1l.bed fm_1.bed O O bcIn.fa_aln.fa_cl.fa_gs.fa_ce.fa
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size: 5828bp; fragments: 75; full length: 0 (>=5245.2bp)
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After TEtrimmer 5828 bp
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ssta.b.bed_uf.bed g 1bed fm Lbed 0 0 benfa alnfa clfa gs.f After TEtrimmer Extended plot Blue lines are boundaries

size: 7013bp; fragments: 75; full length: 0 (>=6311.7bp)
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TE: Itr 1 family 19 Before TEtrimmer 267 bp

size: 267bp; fragments: 32; full length: 18 (>=240.3bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)

Dotplot

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