Start crop Point End crop Point

1 MSA length = 1045 1

ATTGTAGATTATGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA-=-=-=-=-=-=---- GACTGGGAGCTCCCCCICCAACGACAAGGTCTCGCATCTCCTAGGGGGAGAA
ATTGTAGAT - - TGTAGATTGTTGGAGGGGGGAAG.AATCACCGCGACCTTA —————————— GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAGAT
ATTGTAGAT - -TGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA-=-=-=-=-=-=-=--- GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAGAA
AATGTAGATTATGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA-=-=-=-=-=-=-=--- GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAG
ATTGTAGAT - —TGTAGATTGTTIGAGGGGGGAAGTTAATCACCGCGACCTTA —————————— GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAGA- - - - -
ATEBGTAGAT - -TGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA-=-=-=-=-=-=-=--- GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAGIA

—————————— ATTGCTAA A‘TAGATTGIGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA— ---------GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAGAT

--------------------------- AAAATGCA-----------TGTAGATTATGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA----------GACTGGGAGCTCCCCCACCAACGHCAAGGTCTCGCATCTCCTAGGGGGAGAA TTA
AIA-AAIACGCAA-T.AIATTGTAGAT— - TGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA---------- GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAGIA - -
-------------------------- TGTAGAT- - TGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA----------GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAG----=- - - -

AIAIA.AATTATTTAI I rAIGTAGITGATGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA ---------- GACTGGGAGCTCCCCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAGAA TA

TTH- AAREATAA A-mmmmmmm e ATTGTAGAT - -TGTAGATTGTTGGAGGGGGGAAGTTAATCACCGCGACCTTA- -~ - --- - - - GACTGGGAGCTCICCCACCAACGACAAGGTCTCGCATCTCCTAGGGGGAGIA TA






).bed _uf.bed g 3.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce.i After TEtrimmer 1045 bp

size: 1045bp; fragments: 44973; full length: 211 (>=940.5bp)
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fasta.b.bed uf.bed g 3.bed fm_1.bed O O bcIn.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries

size: 1345bp; fragments: 45007; full length: 0 (>=1210.5bp)
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size: 5506bp; fragments: 36439; full length: 1 (>=4955.4bp)
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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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Dotplot

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