Start crop Point End crop Point

MSA length = 960

------------ ATHTERAAGAATANT A THTCcGTIRAATA TTTAAACCTCGAGCGGGCGCGTCCCGATATTTTGTCCGCAATTTTACTAA- - ------ - -[JJAACGCGCCCGGTCGTGTGATTCTAAAGTACGCGCCTGCC T
IAC-TIT.TA‘TIAAGGITAITG.TITTGTlATG TTTTAACCCTCGAGCGGGIGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - - -« - - - CAACGCGCCCGGTCGJGTGATTCTAAAGTACGCGCCTGCC T
-------------------------------------------- TTTTAACCITCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - - - - ---CAACGCGCCCGGTCGTGTGATTCTAAAGTACGCGCCTGC T
------------------ THTTAACCCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA- - - - - - - - - -CAACGCGCCCGGTCGTGTGATTTAAAGTACGCGCTGC GAARTTTA T

TTITIAITA ATTTTAAACCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - == - - - - - caaccececcGeTClfreTeaTTcTBAAGTACGCcCcTGCC AAAATTAA T

TTGTIAATAGIRRA T T TAACCCTIGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - - - - - - - - CAACGCGCCCGGTCGTGTGATTCTAAAGTACGCGCCTGCCMGAGGGTTAAINE M- - - - - - - - - T
-------------------------------------------------- TTAACCCTIGAGCGGGCGCGTCCCGIAATTTTGTACCGCAATTTTACTAA——————————CAACGCGCCIGGTCGTGTGATTCTAAAGTACGCGCCTGCC AAAATTTA T
---------- TTAAACCTCGAGCGGGCGCGTCCCGAAATTTTGJACCGCAATTTTACTAA- - - - - - - - - -CAACGCGCCCGGTCGTGTGATTCTAAAGaCGCGCCTGCC AAG - - - AA T
AITTTAACICTCGAGCGGGCGCGTCCCGATATTTTGTAICGCAATTTTACTAA ---------- CAACGCGCCCGGTCITGTGATTCIAAAGTACGCGCCTGCC T
ABTTTAAACCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - == - = = - - - CAACGCGCCCGGTCGTGTGATJJCTAAAGTACGCGCCTGCC T
ATTTTAJCCCTCGAGCGGGCGCGTCCCGATATTTTGTACCGCAATTTTACTAA - - - - - - - - - CAACGCGCCCGGTCGTGTGATTCTAAAGTACGCGCCTGCC THGATTTA T

------------ TTAACCCTCGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTACTAA- - --------CAACGCGCCCGGTCGTGTGATTCTAAAGTACGCGCCTGCC AAAATT T

TTG AT AREEATHTTAAARCTCGAGGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA - - - - - - - - - - CAA- - - - - - CGGTCGTGTGATTCTAAAGTACGCGCCTGCC AAAAN- AA T

TTGTIMA - - —.ATITTAACCCTIGAGCGGGCGCGTCCCGAAATTTTGTACCGCAATTTTACTAA ---------- CAAClcGcccGGTCGTGTGATTCJAAAGTACGCGCCTGCC TAAA!IA T
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TE: rnd_3 family 24
size: 1129bp; fragments: 2466; full length: 1 (>=1016.1bp)
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After TEtrimmer ORF and PFAM domain plot
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