Start crop Point End crop Point

MSA length = 17088 1
------------------------------------------------------------ CGCTCTGCTCCACTGCTCCACTGATGCAGAATCGGCCTTCTACCTCTACT

--------------------- AGTAGAGGTAGAAGGCCGATTCTGCATCA CGCTCTGCTCCACTGCTCCACTGATGCAGAATCGGCCTTCTACCTCTACT
TTTAGEBAATCAAGTAGAGGTAGAAGGCCGATTCTGCATCA

ITTTITTTTAAIAITTAAGTAGAGGTAGAAGGCCGATTCTGCATCA

-------------------------- AGTAGAGGTAGAAGGCCGATTCTGCATCA

TACTAAGHEA TTAA--CTTTTTTTTAAAAATTAAGTAGAGGTAGAAGGCCGATTCTGCATCA
TACCAAGT TRAACTCETTTT----AAAATCAAGTAGAGGTAGAAGGCCGATTCTGCATCA
TACTAATTT CRAATTCT TT————AAAATTIAGTAGAGGTAGAAGGCCGATTCTGCATCA

TAGGAA
- - TAAA
TATAAA
T-TAAA
GEATAAA
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).bed _uf.bed g 2.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i
size: 17088bp; fragments: 10840; full length: 11 (>=15379.2bp)
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ta.b.bed uf.bed g 2.bed fm_1.bed O O bcin.fa_aln.fa_cl.fa gs.fa
size: 17403bp; fragments: 10928; full length: 11 (>=15662.7bp)
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TE: md_5. family 757 Before TEtrimmer 9738 bp
size: 9738bp; fragments: 10307; full length: 84 (>=8764.2bp)
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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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