Start crop Point End crop Point

1 MSA length = 7840 1
ACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA---------- ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG- - - - - - ACA

AGTITTTT---- ACCCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA- - - - - -~ - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG- - - - - - ATA
ATITTTTIAIAG AAJICAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA- - - -« - - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGiAA—AT
------------------ CCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA----------ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG —_—
-------------------- CAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA----------ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG- -----GTA
CCCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA - - - == - - - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTAT TTAGATGTCTTT G- - = = == = mmmmmm e e e e e e e e o e
ACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA - - - -~ - - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGG ACACA
AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA- -~ - - -~ - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGEMAACANA
AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA- -~ - - -~ - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGMMAACAT
------- AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATJAAACTCA----------ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG AAC = = = = = = mm e m e e e e e e e e e e e e
--------------------------------------- AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA----------ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGBRAACATA
AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA- -~ - - -~ - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGHMMAAC - -
AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA- -~ - - -~ - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGMBAACAT
------- AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA----------ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG- - - - - -ACA
ABBICAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA- - - -« - - - - ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG- - - - - - GT TTAA----ATT
ACCCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAACTCA- - -------- ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTGGEMANC- - --------- TTAAAG - = = = = === = mmm e e = -
Cov-mmmmm - - .TIA.A-GACAGAACACTCCATTCATAAAACTCA ---------- ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG AACGT TAAITAAATT
AACCAAAGACATCTAAATATAGGTAGACAGAACACTCCATTCATAAAACTCA - - - - -~~~ - - ATCGCGGTAAAATGTAIATIG-GTCTIC.TTITT.GI -------- CGTA T GAATGAITT
A----TAACAAGAGA AAAT T TG T T -GBBGT TGT T C - - -~ = = = = = = = = == = oo o e o e o e o e o e e e e e e e oo ATCGCGGTAAAATGTAAATTGTTTCGTCTCCTTTTATTTAGATGTCTTTG- - - - - -GIABCATEETATHTT-------
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b.bed uf.bed g 2.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.fa ce. After TEtrimmer 7840 bp

size: 7840bp; fragments: 11544; full length: 57 (>=7056bp)
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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: 8140bp; fragments: 11544; full length: 48 (>=7326bp)
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size: 7891bp; fragments: 11996; full length: 52 (>

TE: rnd_5 family 3343
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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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[E consensus before TEtrimmer (bp)

Dotplot

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