Start crop Point End crop Point

MSA length = 1306 1
GEBCCGTTAAGATACGAGGATGGTTGAAAAGTTTCCGACCTCAACGTGAAGATGG - - - - - - - - - - ATGTCTTGTATCTTTGTTAGGTCGGAAACTTTTCAGACCACCTCGTATC
-------------- ATACGAGGATGGTCTGAAAAGTTTCCGACCTCAACGTGAAGATGG----------ATGTCTTTTATCTTTGTTAGGTCGGAAACTTTTCAGACCACCCTCGTATA
----- BTACGAGGATGGTCTGAAAAGTTTCCGACCTCAAJGTGAAGATGG- - - - - - - - - -ATGTCTTGTATCTTTGTTAGGTCGJAAACTTTTCAGACCACCCTCGTAT -
----------------------- TTATAATACGAGGATGGTCTGAAAAGTTTCCGACCTCAACGTGAAGATGG----------ATGTCTTTTATCTTTGTTAGGTCGGAAACTTTTCAGACCACCCTCGTATA
CCIGCA-T.TIATTA— —ATACGAGGATGGTCTGAAAAGTITCCGACCTCAACGTGAAGATGG ---------- ATGICTTGTATCTTTGTTAGGTCGGAAACTTTTCAGACCACCCTCGTATA
2 i TTA- -l TACGAGGATG TCTGAAAAGTTTCCGACCTCAACGTGAAGARGG - - - - - - - - - - ATGTCTTGTATCTTTJTTAGGTCGGAAACTTTTCAGACCACCCTCGTATA
--------------------------------- AGGATGGTCTGAAAARTTTCCGACCTCAACGTGAAGATGG- - - - - - - - - -ATGTCTTGTATCTTTGTTAGGTCGGAAACTTTTCAGACCACCCTl
TIAITAAAATACGAGGATGGTCTGAAAAGTTTCCGACCTCAACITGAAIATGG ------------------------------------------------------------
----- CCA-----ATACGAGGATIIGTCTGAAAAGT TTCCGACCTCAACGTGAAGATGG - = = = = = = = = = = = = = o m o @ e o o e o f e e o e f e e o e e e e e e e e e e e oo o

TCG- - —AAATACGAGGAT!ITCTGAAAAGTTTCCGACCTCAACGTGAAGATGG ---------- ATGTCTTGTATCTTTGTTAGTClJGAAACTTTTCAGACCACCCTCGTAR-
TCATJAAAATACGAGGATGGTCTGAAAAGTTTCCGACCTCAACGTGAAGRTGG- - - - - - - - - - ATGTCTTGTATCTTTGTTAGGTCGGAAACTTTTCAGACCACCCTCG- - - -
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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: 1306bp; fragments: 882; full length: 149 (>=1175.4bp)
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fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa_cl.fa_gs. After TEtrimmer Extended plOt Blue lines are boundaries

size: 1617bp; fragments: 885; full length: 0 (>=1455.3bp)
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TE: md 3 family 432 Before TEtrimmer 442 bp

size: 442bp; fragments: 468; full length: 3 (>=397.8bp)
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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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