Start crop Point End crop Point

MSA length = 1024 1

----- TRTT ARG T THRABR T TTTA--------- - JTAATTICATAGATAAAAGACTTATAATITTAAATAGATAGG- - - - - - - - - - AAAAACTATTTTJAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
TT AR A TCAARAT TT--------- AT--TTAA-ABCATAGATAAAAGACTTAJJAATATTAAATAGATAGG- - - - - - - - - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
.TTHAIA.TIAITTTIAAGAAAATATTCTT.—A CATAGATAAAAACTTATAATATTAAATAGATAGG - - - = = = = = - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTJCCAGCCATG
------------------------------------------------------------------- AAIAIT.TIAT TRAAATARA-BGG- - - - - - - - - - AAAAACTATTTTTAATGAACTGTIATTTJCATTTAAGTTTCCCAGCATG
CATAGATAAAAGACTTATAATEBT TAAATAGATAGG - - - - = = - = - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
CATAGATAAAAGACTTATAA-BTTAAATAGATAGG - - - - = = - = - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCClGCCATG
CATAGATAAAAGACTTATAATATTAAATAGATAGG - - - - = = - = - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
------------- TTTABMAAAATATTC- - - - TTECATAGATAAAAGACTTATAATATTAAATIGATAGG- - - - - - - - - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCHTG
AT TTTH-------- AT CTTAACARCATAGATAARBAGAC- - ATAATATTAAATAGATAGG - - - - = - - - - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
ATET -------- -TAGT TTATGTCACTTAAACACEA AR TR AT - - - - - - - - - o o e e e e e e e e e e AAAAACTATTTTTAATGAACTGIATTTCCATTTAAGTTTCCCAGCCATG
AAGA - - - -ATTIITTAAT CATAGATAAAAGACTTAIAATATTAAATAGATAGG ---------- AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG GAGAATATIETET CGACT
AC TTTHETA - —AATTATTITTAATA CATAGATAAMAGACTTATAATATTAAATAGATAGG - - - - - - - - - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG A.A-ATGGAAATATITIT.CGTTT
TT AGAAAATARITCTTJA - AJCATAGATAAAAGACTTATAATATTAAATAGATAGG - - - - - - - - - - AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATG
AT TT AAGI ---------------------------- ITIATIATIT.AA.GATAGG ---------- AAAAACTATTTTTAATGAACTGTCATTTICATTTAAGTTTCCCAGCCATG TAA A-cmmmnn- u u
----------------------------------------------------------------- CATAGATAAAAGACTTATAATATTAAATAGATAGG----------AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATGEBTTTA AlGAAAATAIATIR T
-CITTGCATAGT—'TIT.CIA.TIG.TT]AI --------------- AICATAGATAAAAGACTTATAATATTAAATAGATAGG ---------- AAAAACTATTTTTAATIAACTGTCATTTCIATTTAAGTTTCCCAGCCATG T--AA TGAAIAIAT ATHT
----------------- TCEAT AR T CHM- - - TTBRAAGAAAATATTC-TAA- AlICATAGATAAAAGACTTATAATATTAAATAGATAGG - ---------AAAAACTATTTTTAATGAACTGTCATTTCCATTTAAGTTTCCCAGCCATGHET - - AA e e - AATET
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).bed_uf.bed g 4.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i After TEtrimmer 1024 bp

size: 1024bp; fragments: 1844; full length: 519 (>=921.6bp)
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tab.bed utbed g 4.bed fm Lbed 0 0 belnfa ainfa clfa gsfa. After TEtrimmer Extended plot Blue lines are boundaries

size: 1329bp; fragments: 1775; full length: 0 (>=1196.1bp)
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TE: nd 1 family 242 Before TEtrimmer 1242 bp

size: 1242bp; fragments: 1786; full length: 0 (>=1117.8bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

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