Start crop Point End crop Point

1 MSA length = 15409 1
--------------------------------------------------------------------------------------------------------------------------- A-TTTATAARA- - -« v e e
------------------------------------------------------------------------- AGAAATT - - AAAATAATTTATCTGAATTCCTAATTAGACTACAATTATAGGCTTJAT - - AAATTTATATTTCCTTTAGTTTTGAA
GTAATATTTAACCCTAATCTCAAAAAAAATTAGTAAATAAAAT TAAGCAT T TAAT TAGAACT T = = = = = = = = = @ = & e @ mm e m o e m et ottt ot et e o et et et e f o f f et ot e e f e e o f e e e oo i e meeoeoiaoooaaaa o
------------------------------------------------------------------------- AAAAATTTCATAATAATTTACGTGAATTCATAATCATACTATTTTTATAAACTTTATAAAAATTTATATT--GTTTGGTTTTGAA
GTAACAATTAACCTGGGTTTCAGAAACGATTTATAAGTAAAT TTCAATAT T TAAT TAAAACT T = = = = = = = = & @ & m e o m m e m e e o e o ot e o ot e f e o et et f ot e f o e f et ot e m it e m e o m o e e o i e meeoemeaoeoaaaao
GTAACAATTAACCTGGGTTTCAGAAACGATTTATAAGTAAAT TTCAATAT T TAAT TAAAACT T = = = = = = = = & @ = s e @ o m e m e e f et et et o e f e o et et e e m et e m et ot e m it e m e e f o e oo e meeoemaoeoaaaa
------------------------------------------------------------------------- AAAAATTTTATAATAATCAATGTGAATTCATAACTATACTATTTTAATAAACTTATAAAAATTCATATTTCGTTTAGTTTTGAA
GTAACAATTAGCCTGGGTTTCAGAAACGATTTATAAGTAAAT TTCAATAT T TAAT TAAAACT T = = = = = = = = & @ & m s @ e m e m o & f et f f et ot e f e o f f et f ot e f e o e f e oot e e et e e e o f o e e e o e meeoemeaoeoaaaa o
GTAACAATTAGCCTGGGTTTCAGAAACGATTTATAAGTAAAT TTCAATAT T TAAT TAAAACT T = = = = = = = = & @ & m e m o m e m o e f e o et et o e m et et et ot e f ot e f e o o m e e et e o e f o e e oo i e meeoemeaoeoaaaa
------------------------------------------------------------------------- AAAAATETT - - - - - AATTTATGAGAABTCAGACTTATACTATTTCTATTAG - = -« - AAAAATT T - - c o c o e me e
------------------------------------------------------------------------- AAAAATTTTCTAATAACTTATGTABGT@----------------------AATTTBTAAAA- - - -ATATCTCGTTTAACCCTGAA
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa

divergence to consensus (%)

After TEtrimmer 15409 bp

size: 15409bp; fragments: 305; full length: 0 (>=13868.1bp)
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g_l.bed fm _1.bed 0 O n.bed g 1.bed fm 2.bed O O bcIn.fa_aln.
size: 17110bp; fragments: 310; full length: 0 (>=15399bp)

divergence to consensus (%)
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divergence to consensus (%)

TE: Itr_1 family 304
size: 718bp; fragments: 89; full length: 41 (>=646.2bp)
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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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nsus before TEtrimmer (bp)
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(windowsize = 25, threshold = 50.00 09/10/25)
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