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MSA length = 706 1

----- AAGTAAT - BABARA AAJJAAAAAAAA - AACAGTGTGTGCACTATGTGCGCATATTTGAAGTGABACTTCTT-------- - -CACTTTTTCTCGCTGCCGTGTGTCACAGCCTTGAATTTTTATAAAGTTT
--------- IAIAIA.TI!AAAAAAIAIAACAGTGIGTGCACTATGTG—GCATATTTGIAGTGA!ICTTCTT— e —CACI— e e e e e e e e
TAAAIAAC ------------ TGIA.AAAAAACAGTGTGTGCA TATGTGCGCATATTIGAAGTGAAACTTCTT ------------------------------------------------------------
TATGAAAAAAAAAACAGTGTGTGCEBCTATGTGJCATATTTGAAGTGIJACTTCTT - - - - - - - - - - CACTTTCATCTCGCTGTGGTGTGTAACGGCCTTGAATTTTTATAAAATTT
TATAIAAAAAAAAACAGTGTGTGCACTATGT CGCATATTTGAAGTGA - - - = = = === = m o e m oo - CACTTTCATCTCGCTGTCGTGTGTCACGGCCTTGAATTTTTAGATAAGTC

AGIJABTAAAAA - AAIGTGTGTGCACTATGTICGCATATTTGABGTGAAACTTRRTT - - - - - - - - - - BOAGGE 1C- - - - - - - - - -
TATAAAAAIﬁAAA A TGTGT.A—TAIGTCCGCATATTTGAAGTiIAACTTCTT ------------------------------------------------------------
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AGTAAAAAABIIAABCAGTGTGTGCACTATGTGCGCATATTTGAAGTAAACT TCT T = = = = = s s s s s s s s s s s s s s e et ettt e et ettt ettt ettt e oo o
TATGAT|JBAAAAAACATGTGTGCACTAJGTGCGCATATTTGAAGTGAAACTTCTT - -« - - - - - - - CACTTTCATCTCGCTGTCGTGTGTCACGGCCTTGAATTTTTATAAAATCTIMCTRC
TATAATAAAAA - AACAGTGTGTGCACTATGTC- === === === m == - - AAACTTCTT === -- CACTTTCATCTCGCTGTCGTGTGTCACGGCCTTGAATTTTTATAAAATTTIRMCTIT

TTAA
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 706 bp

size: 706bp; fragments: 12193; full length: 35 (>=635.4bp)
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ed g 1.bed fm 1.bed 0 O n.bed g 1l.bed fm 2.bed 0O O bcin.fa_

divergence to consensus (%)
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size: 1015bp; fragments: 12169; full length: 0 (>=913.5bp)
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TE: rnd_1 family 151
size: 519bp; fragments: 6417; full length: 417 (>=467.1bp)
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After TEtrimmer ORF and PFAM domain plot
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[E consensus before TEtrimmer (bp)

Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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