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T CAAGCGCGGTTTTAGGGGAGGGGTAATGGGGGTAATTACCH- - -CCCCTA---------- AATTACCCCCCCCCTABAATTTTTTTCTAAAACCACCCTTGCAATTGTTTTIRRTTGTAAATHTETHANATHATA
T CAAGCGCGGTTTTAGGGGAGGGGTAATGGGGGTAATTACCH- - -CCCCTA---------- AATTA--CCCCCCCTABATTTTTTTTCTAAAACCGCCCTTGCAATTGTTTT TTGTAAATITITIAIATIATA
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T CAAGCGCGGTTTTAGGIGAGGGITAATIGGGGTAATTACCI ICCCCTA --------------------------------------------------------------------------------------------------------------
TR TEMAAA - - - - - - CAAGCGCIJGTBTTAGGGG - - -GGTAATGGGGGTAATTACC- - - -CCCCTA CTGT- - - -
T CAAGCGCGGTTTTAGGGGAGGGGTAATGGGGGTAATTA- - -CCljccccTa TTETAR-
T CAAGCGCGGTTTTARGGGACBGGTAATGGGGGTAATTACC- - - -CCCCTA- =« - - - - - - - AATTA- -fJccccer TTTTTTTTCTAAAACCGCCCTTG--------- T TTIT————
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size: 887bp; fragments: 566; full length: 16 (>=798.3bp)
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bed g Lbed fm Lbed 0 0 n.bed g Lbed fm 2.bed 0 0 beln.fa After TEtrimmer Extended plot Blue lines are boundaries

size: 1196bp; fragments: 527; full length: 0 (>=1076.4bp)
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TE: rnd_5_ family 20029

size: 271bp; fragments: 234; full length: 1 (>=243.9bp)
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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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