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MSA length = 472 1
CAACIAA.AIATAGACC TGTGGTAGATTTTCTTTTTGTATTGTTACTG - === = = = - - - TTAAAAAGATTGCCAACATATTTAIAT TITTGCAA ------- TTIT
TGTGGTAGATTTTCTTTTTGTATTGTTACTG - - ===« == - - TTAAAAAGATTGCCAACA- - - - - ATAT CT------ GAIAGAATTAC

.o - AT - - - - -

TGTGGTAGATTTTCTTTTTGTATTGTTACTG---------- TTAAAAAGATTGCCAACA- - - - - ATAT CT------ GARAGAATTAC

THA
TEA

TEA

CAAC ATAGACCHITGTGGTAGATTTTCTTTTTGTATTGTTACTG - - -~ -~ - - TTAAAAAGATTGCCAACATAT - TACAT TTTTTTAA--- -ATIETAC THA

CAAC ATAGACCHITGTGGTAGATTTTCTTTTTGTATTGTTACTG--------- - TTAAAAAGATTGCCAACAABTTGTAT TTTTTTAA- ABRABATTAT THA

TAAC TAGACGBTGTGGTAGATTTTCTTTTTGTATTGTTACTG - == - == - = - - TTAAAAAGATTGCCAACA!E#TTGCAT ---------------------- AGAATTCT THA

-------------- - -ACHA TAG- - -l TGTlGTAGATTTTCTTTTTGTATTGTTACTG=- - - - - - - - - - TTAAAAAGATTGCCAACATATTTATA CTTTTTAA-TWAGTACTCTHT THA

AT -AGATHTCE TIBC- - - - - - TGTGGTAGATTTTCTTTTTGTATTGTTACTG------- - - - TTAAAAAGATTGCCAACA - - - - - ATAT AGAATTAC TEA
CGABAA - - - - - - - - - - - .ACT-TICIA-CC-GA.AIATIGAACITGTGGTAGATTTTCTTTTTGTATTGTTACTG ---------- TTAAAAAGATTGCCAACATATGTACA AAAACTAC THA
TEA

COBMAABA GBA CT TIBIC - - - - - - - - - - - c o oo m e m el TTAAAAAGATTGCCAACA- - - - - ATAT AGAATTAC
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.bed uf.bed g 1.bed fm 1.bed 0 O bcIn.fa _aln.fa_cl.fa_gs.fa ce.f: After TEtrimmer 472 bp

size: 472bp; fragments: 12; full length: 5 (>=424.8bp)
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fasta.b.bed_uf.bed g 1l.bed fm _1.bed O O bcIn.fa_aln.fa cl.fa_gs.f
size: 779bp; fragments: 12; full length: 0 (>=701.1bp)
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TE: It 1 family 224 Before TEtrimmer 423 bp

size: 423bp; fragments: 12; full length: 10 (>=380.7bp)
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After TEtrimmer ORF and PFAM domain plot
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Before TEtrimmer ORF and PFAM domain plot

Bl ORFs
B PFAM domains

ORF3

ORF4

ORF5

ORF2

ORF1

100 150 200 250 300 350 400




[E consensus before TEtrimmer (bp)
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