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GEABEA TCEBETATAATANATE TEIAGAAATGAGCEIBAG - - - - - - - - - - o o oo o o o e e TTT--cmmm e e - - ACAAATIATCCCCAACGTGCAAGAT.ATAT.C ------------------------ TGTAAATGGA
GTGAAAG T ARAA T T EAGTACA TG T TAACEGGAAAAGTIHAAE T = = = = = 2= o o m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e m e e e e e e e e e e e e e e e e e e m e e e e e e e e e e e e e e m e e e e e e e e e e e e e e e e e e e e e e e e m -
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T AIA-i AG—TACT—AIAIGCAGTTTGGATTTATTAAGGGACTAGGAACTAGAGAGGITTGTTTT
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T AGAAAAGAGT AI—TATTT --------------------------------------------------------------------------------------------------------------
GEBAM-------- ATPATA AGAAATGAGCEBBAG - - - - - - AGATGCAGTTTGGATTTATTAAGAGACTAGGAACTAGAGAGGCTTGTTTT
G ATH- - - TATAATA AGAAATGAGCEBBAG - - - - - - AGATIAGTTTGGATTTATTAAGGGACTAGGAACJAGAGAGGCTTGTTTT

ATC---TATAATA AGATGCAGTTTGGATTTATTAAGAGACTAGGAACT ATBBBIAB Tl 7T 7T - - - - - - e e e TTT
ATC- - -TATAATA AGATGCAGTTTGGTTTTATTAAGGGACTA-- -« - - - GAGAGGCTTGTTTT-=----=--- ACAAATGATTCCCAACGTGCAAGATTGATATGACCGGGAGAAGAAGAAGTAAAAARTII TIAAGTAARMTTT
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ATC- - -TATAATA TTT AIG-AGTAAATGGA
ACAAATGATCCCCAACGTGCAAGATTGATATGAIiGGAAGAAGA GAAGA ----------------------------------------------- GA
C

ACAAATGATCCCCAACGTICAAGATTGATATGA GGAAGAAGAAGAAIA —AAA AATA.AGTITITmG. ----------
TTTGTGGCAT ATGEA - - - - - - - - - -
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size: 1207bp; fragments: 424; full length: 11 (>=1086.3bp)
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size: 1524bp; fragments: 354, full length: 0 (>=1371.6bp)
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TE: nd_5. family 8345 Before TEtrimmer 546 bp

size: 546bp; fragments: 222; full length: 41 (>=491.4bp)
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After TEtrimmer ORF and PFAM domain plot
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Dotplot

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