Start crop Point End crop Point

1 MSA length = 7254 1
TITAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG ---------- ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA

TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG-=--=-=------ GCCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG-=--=-=---=--- GCCGACTGTTAGGCGTTAGTAA-TIT.AIAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTTTACCCGTTAAATGCTAGGCG-=-=-=-=------ ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTTTACCCGTTAAATGCTAGGCG-=--=-=------ ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA
TGTAATGAAGTCCGTATATTTTTTTTATTTTACCCGTTAAATGCTAGGCG-=-=-=------- GCCGACTGITAGGCGTTAGTAA - AGCTIT-AAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG-=--=----=--- ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTTTACCCGTTAAATGCTAGGCG-=-=-=-=------ GCCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG-=--=-=------ ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTTTACCCGTTAAATGCTAGGCG-=--=-=------ ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG-=--=-=------ GCCGACTGTTAGGCGTTAGTAA - AGCTIT-AAAAAAAGACTGTTACA
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG-=---=---=--- ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA- - -
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG-=--=----=--- ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAAIE I CEGERIEGEN./ AN AN- - - - --- - - -

TGTAATGAAGTCCGTATA-TTTTTTTATTTTACCCGTTAAATGCTAGGCG - - - === == - -2 - m s o e o e o o e oo o e e m e e o mm o m - oo - o - - - - - - - - - - TGRS A AR AN - - - - - -------- -~ - - - - oo oo -
TGTAATGAAGTCCGTATATTTTTTTTATTTTACCCGT TAAATGCTAGGCG - - - - = - = = = = m s o m o o o o o e o o o o o e o mm o o e o m e o o o o o e o o o o o e o o m o o e o o m o o o e o m e o o o o m e o o e o o e o oo o o mm o oo oo o oo oo m o oo m o -

TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG - - -~ - - - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTITTACAA-C_AAIAIT- A
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG - - - - - - = - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA A T
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG - - - - - - = - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA T A A
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG - - - - - - = - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGEBAAAAAAGACTGTTACA C A T
------------------------------------------------------------ GCCGACTGTTAGGCGTTAGTAA—AGCTIT-!AAAAAAGACTGTTACA T T A
TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG - - - - - - = - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACA T T A
TGTAATGAAGTCCGTATA-TTTTTTTATTTTACCCGTTAAATGCTAGGCG - - -~ - - - - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGEAAAAAAGACTGTTACAA C A A

------------- TGTAATGAAGTCCGTATATTTTTTTTATTTTACCCGTTAAATGCTAGGCG- - - - - - - - - -ACCGACTGTTAGGCGTTGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA T A T

---------- TGTAATGAAGTCCGTATATTTTTTTTATTTTACCCGTTAAATGCTAGGCG----------ACCGACTG-TAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA T - A A

ATACATCA- - - TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG - - - - - - = - - - ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA C
----- A----TC —ITT TGTAATGAAGTCCGTATATTTTTTTTATTTAACCTGTTAAATGCTAGGCG----------ACCGACTGTTAGGCGTTAGTAATAGCTCTCTAGAAAAAAAGACTGTTACAA- - - -BT T-AIATTTIA.AIA.T-A.
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] uf.bed g 1.bed fm 1.bed O O bcIn.fa_aln.fa_cl.fa gs.fa ce.fa_se
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/ 723.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.i
size: 7554bp; fragments: 3031; full length: 1 (>=6798.6bp)
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size: 5225bp; fragments: 983; full length: 0 (>=4702.5bp)
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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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[E consensus before TEtrimmer (bp)
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