Start crop Point End crop Point

1 MSA length = 16728 1
———————————————————————————————————————————————— AGTTAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG--=-=-------CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT ------

ATATTTAAITT— - - -AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG-=-=-=-=-=-=-=--- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACTmCTEA
-TATTTAACTT - ---AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG-=-=-=-=-=-=-=--- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTAC---CTHT
ACTT----AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG-=-=-=-=-=-=--~-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTAC-=-+->---
AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG--=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT.CTAT
AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG-=-=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTAC - - - m e mmm oo - -
GGTTAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG--=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCccCcTCTACT
AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG--=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCcCcTCTACT
AIAITIAAITCAGTTAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG —————————— CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCcCcTCTACT
AGTIAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG —————————— CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCccCcTCTACT
-TATTTAAC- - - - - - AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG--=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCccCcTCTACT
ATFTIACITGATTAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG —————————— CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCcCcTCTACT
-TWTTTAACT - - - - - AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG--=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTAC---CTAT
——————————————— AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG--=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTACT.
——————————————— AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG=-=-=--------CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCCCTCTAC----TAT
AGITAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG —————————— CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCcCcTCTACT TIAA
AGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG--=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCcCcTCTACT
AATTAGTAGAGGGGGATGGGGGTTTCTGCATCAGTGGAGGTGGAGGCAGCGG-=-=-=-=-=-=-=-=-- CACCGCTGCCTCCACCTCCACTGATGCAGAAACCCCCATCCCcCcTCTACT
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).bed _uf.bed g 1.bed fm _1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i
size: 16728bp; fragments: 16486; full length: 61 (>=15055.2bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs.
size: 17028bp; fragments: 16474; full length: 54 (>=15325.2bp)
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TE: mnd_4 family 735 Before TEtrimmer 15107 bp
size: 15107bp; fragments: 11047; full length: 128 (>=13596.3bp)
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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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