Start crop Point End crop Point

MSA length = 526
TAGGGTTGCCAACCGTCCTCTATTCCAGAGG - - -~ - - -~ - - TTTTTTA.CTCTCGICCTCTATTTTTTATTTTGAAAGTTGICAACCCIA
TAGGTTGCCAACTGTCCTCTATTCCAGAGG - = -« -« - - - - TTTTTTACCCTCTCGTCTCTATTTTTTATTTTGAAAGTTGGCAACCCTA
TAGGGTTGCAACCGTCCTCTATTCCAGAGG - = - = - = - - - - TTTTTTACCCTCTCGTCCTCTATTTTTTATTTTGAlJAGTTGGCAACCCTA
TAGGTTGCCAACCGTCCTCTATTCCAGAGG - = -« -« - - - - TTTTTTACCCTCTCGTCCTCTA-TTTTTATTTTGAAAGTTlJGCAACCC- - - - - TGCTAACATGTTAG T GGAAT TAT TA- - - ------ AAAT
TAGGGTTGCCAACCGTCCTCTATTCCAGAGG- - -~~~ - - - TTTTTTACCTCTCGTCCTCTATTTTTTATTTTGAAAGTTGGCAACCC- - - - - ACA- -TBTATAT
TAGGGTTGCCIACCGTCCTCTATTCCAGAGG ---------- TITTTTACCCTCTCGTCCT-TTTTTTATTTTGAAAGTTGGCAACCCTA
TAGGGTTGCCAACCGTCCTCTATTMCAGAGG - - - - - - - - - - TTTTTTACCCTCTCGTCCTCTATTTTTTATTTTGAAAGTTlJGCAACCCTA
TAGGGTTGCCAACCITCCTITATT CAGAGG--=-------- TTTTTTACCCTCTCGTCCT TATTTTTTATTTTGAAAGTTGGCIAICCTA
TAGGGTTGCCAACCGTCCTCTATTMCAGAGG - - - - - - - - - - TTTTTTACCCTITCGTCCTITATTTTITATTTTGAAAITTGGCAACCCTA
TAGGGTTGCCAACTGTCCTCTATTCCABAGG- - -« -« -« -- TTTTTTACCEMTCTCGTCCTCTATTTTTTATTTTGAAAGTTGGCAACCCTA
AGGGTTGCCAAMCGTCCTCTATTCCAGAGG - - - - - - - - - - TTTTTTACCHTCTCGTCTCTATTTTTTATTTTGAAAGTTGGCacccTA
TAGGGTTGCCAACCGTCCTCTATTCCAGAGG - -~ - -~ - - - TTTTrAccTcTceTCCTCTATTTTTTTTTGAABGTTGGCAACCCTA
TAGGGTTGCCAACCGTCCTCTATTCCAGAGG - -~ - -~ - - - TTTTTTACCCTCTCGTCCTCTATTTTTTATTTTGAAAGTTGGCAACCCTA
TAGGGTTGCCAACTGTCCTCTATTRCAGARG- - - - - - - - - - T TTTACCCTCTCGTCCTCTATTTTTTATTTTGAAAGTTGGCAACCCTA
TTTAATTTRT- TAGGGTTGCCAACTGTCCTCTATTCCAGAGG - - - - -~ - - - TTTTTTACCCTCTCGTCCTCTATTTTTTATTTTGAAAGTTIIGCAACCCTA
TEBRAATTTAT - TAGGGTTGCCAACCGTBCTCTATTCCAGAGG- = -« -« - - - - TTTTTTACCITCTCGTCCTITATTTTTTATTTTGAAAGTT!ICAACCCTA
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size: 526bp; fragments: 2984, full length: 483 (>=473.4bp)
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size: 828bp; fragments: 2969; full length: 0 (>=745.2bp)
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divergence to consensus (%)
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size: 318bp; fragments: 1660; full length: 580 (>=286.2bp)

TE: rnd_1 family 611
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After TEtrimmer ORF and PFAM domain plot
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