Start crop Point End crop Point

1 MSA length = 7497 1
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - = = = = = = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC —TATIA.A-T-T.TCC.TT

AGTTATATTG---- - - GTGTGTGTGTATAAGTGCTIAATAGACAAIAATAGACTAGCA —————————— CATTTCAIAAATAAAAGTAG—TTTTAAAIAAAAGGTGACTTTGACATTCAATAAGTTAATTC
AGTTATATT - - - - - GTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA------=-=--- CA-TTCAAAAATAAAAGTAG-TTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
CATTTCAAAAATAAAAGTAG—TTTTAAAIAAAAGGTGACTTTGACATTCAATAAGTTAATTC

CATTTCAAAAATAAAAGTAG-TTTTAAABMAAAAGGTGACTTTGACATTCAATAAGTTAATTC
CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
.TTT.AAAATAAAAGTAGTTTTTIA— —AAAAIGTGACTTTGICATTCAATAAITTAATTC
AGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~ - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATAT - - - - - - - TGTGTGTGTGTATAAGTGCTGAATAGACAAMAATAGACTAGCA- - - - - - - - - - CATTTCAAAAATAAAAGTAG-TTTTAAAJJAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATATTGGTTGTGTGTGTGTGTATAAGTGCTGAATAGACAAMAATAGACTAGCA- - - - - - - - - - CATTTCAAAAATAAAAGTAG- - TTTAAAGAAAARJGTGACTTTGlICATTCAAAAGTTAATT
GAGTTATATT------ - GTGTGTGTGTATAAGTGCTGAATAGACAAMABTAGACTAGCA- - -------- CATTTCAAAAATAAAAGTAG-TTTTAAAAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATATT------ - GTGTGTGTGTATAAGTGCTGAATAGACAAMAATAGACTAGCA - - - - - - - - - - CATTTCAAAAATAAAAGTAG-TTTTAAABMAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT------ - GTGTGTGTGTATAAGTGCTGAATAGACAAMAATAGACTAGCA - - - - - - - - - - CATTTCAAAAATAAAAGTAG-TTTTAAABAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATATTGGTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - -~ - - - = = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATAT---TGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
ATBAT - - - GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
-TAABATTGT GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - = = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATAT---TGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
AGTTATAT---TGTGTGTJTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA- - -« - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
AGTTATATTGGTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~ - - - - - CA-TTCAAAAATAAAATAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CAT-TCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATAT---TGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
AGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~ - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
-------------------------------------------------------------------------------------------------------------- CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
AGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~ - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTJTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATTGGTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - -~ - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATAT - - - TGTJTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA- - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
AGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~ - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
AGTTATATTG----GTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~~~ - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATAT---TGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - === - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTJTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
-------------------------------------------------------------------------------------------------------------- CATTTCAAAAATAAAAITAG—TTTTAAAGAAAAIGTGACTTTGICATTCAATAAGITAATTC
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
AGTTATATTGGTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~ - - - - - CA-TTCAAAAATAAAAGTAGITTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
AGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~ - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
AGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - -~ - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC

G - TAT- - - - GAGTTATATT---GTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
TAMG “ATA--ATTA GAGTTATATTGG- - TGTGTJTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA- - - - - - - - - - CATTTCAAAAATAAAAGTAG-TTTTAAAJJAAAAGGTGACTTTGACATTCAATAAGTTAATTC
TABA GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
TABA -TABT- - - - AGTTATAT - - - - - TGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA- - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
TARBA ATAMITATTA GAGTTATATTGGTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - = = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
-TE-A GAGTTATATTGGTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT---GTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT-GTGTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - = - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATT
GAGTTATATT---GTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - - - - - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATT-- - - - GTGTGTGTGTGTATAAGTGCTGAATAGACAAJAATAGACTAGCA- - - - - - - - - - CATTTCAAAAATAAAAGTAG-TTTTAAAJJAAAAGGTGACTTTGACATTCAATAAGTTAARTC
GAGTTATATT---GTGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - - - - == - - CA-TTCAAAAATAAAAGTAGTTTTTAAAGAAAAGGTGACTTTGACATTCAATAAGTTAATTC
GAGTTATATTGGTIITGTGTGTGTGTGTATAAGTGCTGAATAGACAACAATAGACTAGCA - - = - - - = = - - CATTTCAAAAATAAAARITAG- TTTTAAAGAAAAGGTGACTTTGICATTCAATAAGTTAATTC
GAGTTATATTJTGTGTGTGTGTGTATAAGTGCTGAATAGACAAIAATAGACTAGCA ---------- CATTTCAAAAATAAAAGTAG—TTTTAAAIAAAAGGTGACTTTGACATTCAATAAGTTAATT

GAGTTATAT - - - - - TGTGTGTGTGTGTATAAGTGCTGAATAGACAARAATAGACTAGCA------=---- CATTTCAAAAATAAAAGTAG-TTTTAAARAAAAGGTGACTTTGACATTCAATAAGTTAATTCET
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TE: rnd_4 family 374

size: 2518bp; fragments: 544; full length: 38 (>=2266.2bp)
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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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consensus before TEtrimmer (bp)
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