Start crop Point End crop Point

1 MSA length = 17906 1

———————————————————————————————————————————————————————————— ICTTCGATTCAGCTGCCAGTGCTTCGCTGCTGGTGAATCGGGATATTTCAGCGCCCTCTGTAATTCTTGCCTCATCCTGATAAAGCACTGAGAGCGTTCC
TTTTTCAAAAACAGATCACACGAAGATTTTGAAATATTTTACTGGTGTTT---------- TCTTTGAATCTGTTACCAGTTCTTCATCAATGGTGCACTTGAAAATTTTAAAATTTTCTAATATTCAGCTTTTGTCATATTAGAACAGCCAAAACTTTAC
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TTTTTCAAAAACAGATCACACGAAGATTTTGAAATATTTTACTGGTG-TT---=------- TCTTTGAATCTGTTACCAGTTCTTCATCAATGGTGCACTTGAAAATTTTAAAATTTTCTAATATTCAGCTTTTGTCATATTAGAACAGCCAAAACTTTAC
- - - TTCAAAAACAGATCACACGAAGAT TTTGAAATAT TTTACTGG TG T T T = = = = = s s o s o s o o o o o oo o ot o ot o o o o ot o ot o ot oot o o o ot o ot o o o ot oot f o o o ot o o o ot ot o m oo oo f oo oo ooomoom oo
---------------------------- TTGAAATATTTTACTGGTATTT----------TCTTTGAATCTGTTACCAGTTCTTCATCAATGGTGCACTTGAAAATTTTAAAATTTTCTAATATTCAGCTTTTGTCATATTAGAACAGCCAAAACTTTAC
TTTTTCAAAAACAGATCACACGAAGAT TT TGAAAT AT T T TACT GG TG T T T = = = = = 5 = s s o s o o o o o m o o o o o o ot o ot ot o ot o ot o ot o o o o o f ot o o o o ot oot o ot oot o o oot ot o oo o oo m oo oo moomoom oo
------------------------------- AAATATTTTACTGGTATTT----------TCTTTGAATCTGTTACCAGTTCTTCATCAATGGTGCACTTGAAAATTTTAAAATTTTCTAATATTCAGCTTTTGTCATATTAGAACAGCCAAAACTTTAC



End crop Point
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1.bed_fm_1.bed 0 0 n.bed g_1.bed fm 2.bed 0 0 bcln.fa_aln.fz After TEtrimmer 17906 bp

size: 17906bp; fragments: 40912; full length: 0 (>=16115.4bp)

TE consensus (bp)

TE consensus genomic coverage plot (bp)
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bed g 1.bed fm 1.bed 0 0 n.bed g 1l.bed fm 2.bed 0O O bclin.fa
size: 18058bp; fragments: 40786; full length: 0 (>=16252.2bp)

divergence to consensus (%)
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divergence to consensus (%)
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TE: rnd_5 family 13307
size: 3576bp; fragments: 166; full length: 1 (>=3218.4bp)

TE consensus (bp)
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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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)nsensus before TEtrimmer (bp)

Dotplot

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