Start crop Point End crop Point

1 MSA length = 1347
AARIGCGCATTCTCACGACTGJTGTACTTGACAAACATTTGTTATTGGAA- - - - - - - - - - TACTTGCCAAGTAGACGAGTCGTGGAGTGCGCCTTHA
AAGGCGCATTCTCACGACTCGTGTACTTGACAAACATTTGTTATTGGAA - - - - - - - - - - THCTTGCCAATAGACGAGTCGTGAGAGTGCGCCTTHA
—IGITAAGGCGCATTCTCACGACTCGTGTACTTGICAAAIATTTITTAT.GAA ---------- TACTTGCCAAGTAGACGAGTCGTGIGAGTGCGCCTT A
TATGCTAAGGEGCATTCTCACGACTCGTGTACTTGACAAACATTTGTTATTGGAA- - - - - - - - - - TACTTGCCAAGTAGACGAGTCGTGAGAGTGCGCCTTRA
ATACTAAGGCGCATTCTCACGACTCGTGTACTTGACAAACA - = = = = = = == mmm e e e e e e o - TACTTGCCAAGTAGACGAGTCGTGAGAGTGCGCCTTHA
TATG- - AAGGBGCATTCTCACGACTCGTGTACTTJACAAACATTTGTTATTGGAA- - - - - - - - - - TACTTGCCAAGTAGACGAGTCGTGAGAGTGCGCCTTHA
TAT- - TAAGGEGCATTCJCACGACTGTGTACTTGACAAACATTTGTTATTGGAA- - - - - - - - - - TACTTGCCAAGTAGACGAGTCGTGAGAGTGCACCTTHA
AT -CTAAGGEMIGCATTCTCACGACTGGTGTACTTGACAAACATTTGTTATTGGAA - - - - - - - - - - TACTTGCCAAGTAGACGAGTCGTGIG.T.A.TT A
-------- AAGIICGCATTCTCACGACTCGTGTACTTGACAAACATTTGTTATTGGAA----------TACTTGCCAAGTAGACGAGTCGTGAGAGTGCGCCTTHA TATTCAACTAT
TA-GCTAAGGCGCETTCTCACGACTCGTGTACTTGACAAACATTTGTTATTGGAA- - - - - - - - - - TACTTGCCAAGTAGACGAGJCGTGAGAGTGCGCCTTHA TATTCACCTAC
- - - -l TAAGGCGCATTCTCACGACTGGTGTACTTGACAAACATTTGTTATTGGAA - - - - - - - - - - TACTTGCCAAGTAGACAGTCGTGAGAGTGCGCCTTHA
------------------------------------------------- CTAAGGCGCATTCTCACGACTCGTGTACTTGACAAACATTTGTTATTGAA- - - - - - - - - - TACT T~ Al TBGA COTTBAA - - - - - - - oo e
-------- AAGGCGCATTCTCACGABTCGTGTACTTGACAAACATTTGTTATTGGAA- - - - - - - - - -[ACTTGCCAAGTAGACAGTCGTGAGAGTl|cGeeTT
TABMT - - - - TAAGGCGCATTCTCACGACTGGTGTACTTGACAAACATTTGTTATTGGAA- - - - - - - - - - TACTTGCCAAGTAGACGAGTCGTGAGAGTGCACCTT

-------------------------------------------------------------------------- TACTTGECAAACATTTGTTATTGGAA- - - - - - - - - - TACTTGCCAAGTAGACGAGTCJTGAGAGTGCGCCTT






).bed_uf.bed g 3.bed fm_1.bed 0 O bcIn.fa_aln.fa cl.fa_gs.fa ce.i
size: 1347bp; fragments: 5218; full length: 235 (>=1212.3bp)
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fastab.bed ufbed g 3.bed fm 1bed 0 0 belnfa ainfa clfa gs. After TEtrimmer Extended plot Blue lines are boundaries

size: 1648bp; fragments: 5206; full length: 0 (>=1483.2bp)
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TE: rnd_1 family 259
size: 1311bp; fragments: 3419; full length: 231 (>=1179.9bp)

divergence to consensus (%)
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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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