Start crop Point End crop Point

1 MSA length = 693 1

A G ACTTTTATTATGTCGACAAATTTCGGTTTCGTTCGGCCTAGTTTCGGCAA - = - = - = - - - - AAGTTTCGGTTTCGGTTTCGG-CTCAAAAATCAGTTTCGGTCGACACTAT CAACAAA ATTGTTT CTGTTT
A G ACTTTTATTATGTCGACAAATTTCGGTTTCGTTCGGCCTAGTTTCGGCAA - = - = - = - - - - AAGTTTCGGTTTCGGTTTCGG-CTCAAAAATCAGTTTCGGTCGACACTAT CAACAAA ATTGTTT CTGTTT
A A ACTTTTATTATGTCGACAAATTTCGGTTTCGTTCGACCTAGTTTCGGCAA - = - = - = - = - - AAGT GTTT GGTTTCGGTCTCAAAATIIAGTTTCGGGCGATACTAT Taccaa ATCTTTTRGCEMA TAATTIRAA-TT---- - -
A A ACTTTTATTATGTCGACAAATTTCGGTTTCGTTCGACCTAGTTTCGGCAA - = - = - = - - - - AAGT GTTT GTTTCGGTCTCAAAATTCAGTTTCGGGCGATACTAT TACCAIA ATCTTTTRGCER T AATTIRAA-TT---- - -
A G AAABBTATTATGTCGACAAATTTCGGTTTCGTTCGGCCTAGTTTCGlJCcAA- - - - - - - - AAGTTTCGGTTTCGC- - - - - - - - oo e e e eieee oo oo - - - - TTCHATA - - - - - - - - - - - GTTA
A AGTHAE- T TlTAA- - - TRATETARCTEE 1 CCGCCTAGTTTCGGCAA- - = - - - - - - - AAGTTTCG-- - - - - GTTTCGG-CTCAAAAAT CABTTTCGGTCGACACTA- - -« o ccmmmmmomom oo oo - TIKTTATATA- - T - - - - - - - -
G AR TTARRT TBAG T AR - - - - - - oo oo oo CCTABMTTTCGGCAA- - - - - - - - AAGTTTCGGTTTCGGC - = = = = = = = = mmm o m e m e e e e e e e e e AT BT TBAATTT - AA---CTGTTT
A A - - - TTRATBATGTCCABAAATTTCGGT - - - - TTCGGCCTAGTTTCGGCAA - - - - - - - - - - TCAR TRACH @ ------- - AR - - - GTT@AG---------
JCGCTCAGCGGTA TCGCTTT - m - - = - mm o mm o mm e m e o e e o oo e oo e GTTTCGGCAA- - - -~~~ - - AAGTTTTGGTTTCGGTTIGGTR ATBAATTTETGTRTRATACETEAAAT - - - - - - -

L e e
AAGTTTTGGTTTCGGTTCG|- CTCAAAAATCAGTTTCGGTTGACACTAT

AAGTTTCGGTTTCGTTTCGG-CTCAAAAATCAGTTTCGGTCGACACTAT
AAGTTTCGGTTTCGGC = = = = = = == m e mmm o e o m e e o e mememee oo
AAGTTTCGGTTTCGGTTTCGGTCTCAAAAATCAGTTTCGGTTGECACTA

ATBGTTI@ATTGCT - - - -
ATAGTTIAAATTCAAATT

TTTTTT
TTTTTTT
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divergence to consensus (%)
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TE: rnd_5 family 378

size: 693bp; fragments: 389; full length: 14 (>=623.7bp)
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Before TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 10/10/25)
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