Start crop Point End crop Point

1 MSA length = 2309 1
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA--------- - TGCICACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT

ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATECATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATAAATCGTGCGCA- - - - -~ - - - TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGT
TAGCGTCTAGCGTAGCGATTTCGTATCGATTTCATAAATCGTGCGCA- - - - - - - - - - TGCGCACGA - TCTGAAATCGATACGAAATCGCTATCGCTAGACGCTAGT
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEMAATATAA - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTIME- - TATAA -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - -~ - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTH- - - TACGA- - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATAAATCGTGCGCA- - - - -~ - - - TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGTAGACCTAGTHBAA - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATAAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGTIN- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATAAATCGTGCGCA - - - - - = - - - - TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTA - - = == === m e e = = -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTIM- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- -~ - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEH- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCITGAAATCGATACGACATCGCTATCGCTAGACGCTAGT - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - -~ - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - - -~ - - -~ - - TGCGCACGATTCATGAAATCGATACGACATCGCTAICGITAG_T
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - - - - - = - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAG- = == == = === mmmmm e e e m o -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - - - - = - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTIM- --------- - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEBEAA - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEM- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTHE- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEHNGE- - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEMGA - - - - -
ACTAGCIRBE TIRTClATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEH- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - -~~~ - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTIN- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTM- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEMAA - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEMGA - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGJATCGATTTCATGAATCGTGCGCA- - - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAG-IE- - - - - - -
ACTBGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTIM- - - - - - -
AAAAAAA -AA- - - - - - - - - - ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT -B-------
AAGAA ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - - = - - = - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTH------------
AAAIA# ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCATGEAATCGATACGACATCGCTATCGCTAGACGCTAGTM- - - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- -~ - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTEEAA - - - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - TGCGCACGATTCAT.AAT.AIA.ACITCGCTIT. -------------------
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - = = = = = = = = = o mm e e e e e e e e e e e e e mm e mmmmmmmmmmm e mee e - A - - -
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATAAATCGTGCGCA - = = = = = = = = = = m = m m o m 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 e e e e m o s
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - = = = = = = = = = m m e m o 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 o
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - = = = = = = = = = m m o m m o m m e m 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 m o
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA - = = = = = = = = = o m o m o m o e e e e e f e o e e m e m e e e m e e e e o e e oo o
TGCGCACGATTCATGAAATCGATACGACATCGCT-GCTAIACICTIG
ACTAGCGTCTAGCGATAGCGATTTCGTATCGAT TTCATGAATCGTGCGCA - = = = = = = = = = o m = oo o o e e o e o o o o o o e o o o o e o o d e o e e e e e e e e e e e o e e e o
ACTAGCGTCTAGCGATAGCGATTTCGTATCGAT TTCATGAATCGTGCGCA - = = = = = = = = = o o @ o e o e e o o o o o o o o o o d e o d o o d e e e e e e e e e e e e e e e oo -
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ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA
ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA--=--------TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTBIE- - - = = = = = = = = = = = = = = == %@ e mm e m ot m ot m i mmem o mmeamam s
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Bl ACTAGCGTCTAGCGATAGCGATTTCGTATCGATTTCATGAATCGTGCGCA- - - - - - - - - - TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
ACTBGCGTCTAGCGATAGCGATTTCGTATCGATTTCATAAATCGTGCGCA- - - - - - - - - - TGCGCACJATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGTEM- - - - - - -
TGCGCACGATECATGAAATCGATACGACATCGCTATCGCTAGACGCTAGTIMAA - - - - -
TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGTIME- - - - - - - -
IGCGCACIATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT -----
TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGTIM- - - - - - -
TGCGCACGATTCATGAAATCGATACGARJATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGTI@R- - - - - - - - - - - -
TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATJJAAATCGATACGACATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT

4 4 4 4 4 4 - < -
> O > > > > >

TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT == =-===-=-=--
TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGT.
TGCGCACGATTCATGAAATCGATACGAAATCGCTITCGCTAGACGCTAG ——————————
TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGTES - - - - - - -

TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGACATCGCTATCGCTAGACGCTAGT
TGCGCACGATTCATGAAATCGATACGAAATCGCTATCGCTAGACGCTAGT
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2d_fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcin.fa_aln.fa_cl.f After TEtrimmer 2309 bp
size: 2309bp; fragments: 488; full length: 8 (>=2078.1bp)
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size: 2611bp; fragments: 488; full length: 0 (>=2349.9bp)
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TE: md_5. family 2183 Before TEtrimmer 2285 bp
size: 2285bp; fragments: 443; full length: 39 (>=2056.5bp)
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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 10/10/25)
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