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1 MSA length = 9701 1
CTACATATAATTGCATAATTBEAGTCTAATTCTT -« - - TGATCATGTTACGGGTTCATTTTGTCCTTAGAT TAT T T TCCT CAT T T T TCC T CAT T = - = = = & = m s m s m e m e o e f o e o et ettt ottt et m m et f ot e m ot m m e o fm e f o e m e f e m et f o e m et i m oo m it o i o iaeeeicmiaoeaam o
-------------------------------------------- TGm = == m s mm e m e et e et e e e e e e e e e e eaaaaeaaaoo----TTCTTCACAAAAATTTAGTTTT-TTTTTGTTTTAAAAATAACGCCACAATTGTAATTA - —TCAAIAAATTTAIATTTTTTATTIAIAI;TAA.AACTA
T o LT TTCTTCACAAAAATTTAGTTTTTTTTTTGTTTTAAAAATAACGCCACAATTATAATTATATCAAAAAATTGGATTTTTTTATTTAAAAT TCTTGATAA
ATACATATAATTGAAAAATTTAAACTCATTTTTTTTATTATTTT--ATAATGTTACGGGTTCATTTTGTCCTTAGAT TAT TTTCCT CAT T TT T CC T AT T - - = = = & 5 s s m s m e m o e f o o et e o f et o e m e o f f e f ot e m et f m et ottt f e f et ettt oot m e e oo oo i e e i oo e meaoemaaaeoam
-------------------------------------------------------------------------------------------------------------- TTCTTCACAAAAATTTAGTTTTTTTTTTGTTTTAAAAATAACGCCACA- - - - - - - TTATATTJAAAAATTTART - - - - - - - - - - AAAATTTAATTAACAR
-------------------------------------------------------------------------------------------------------------- TTCTTCACAAAAATTTAGTTTT-TTTTTGTTTTAAAAATAACGCCACAATTAGAATTAAGTTAAAAAATTTAAT -TTTTTATEEGAAATTJAATTAATAA
ATACATATAATTGCATAATTTAAATCCAATCTTCTTATTATTTTGAGTCIRTGTTACGGGTTCATTTTGTCCTTAGAT TATTTTCCTCAT TTTTCCTCAT T - - = - = - = - s - o -t - s oo ot o f oo oL L L L L L L L L Lo
-------------------------------------------------------------------------------------------------------------- TTCTTCACAAAAATTTAGTTTTTTTTTTGTTTTAAAAATAACGCCACAATTATATTTATATTAAAAATCTAATTTTCTTRTTGAAATTTATAATAR
1N AAITTA- - - - TTATTATTTT-- - - - ATGTTACGGGTTCATTTTGTCCTTAGATTAT T TTCCT CAT T T T TCC T CAT T = = = = = = = = & s m e @ o e m e o e o e o o e f e o et e e f e f o et et ottt ot e f et f e m e e m e e ff e m i f i e e e i e me e o oo e meaoemeaaemam o
AAACATACAATTGCATAA!ITAAATCCGATTTTTTGATTATTTGTG— -CATGTTACGGGTTCATTTTGTCCTTAGAT TAT TTTCCT CAT T T T TCCTCAT T = - = = = & = o s m e m ot m o e o e o e f e o ot et et e o m f et e e m e o e m e ettt f o e m et ettt fm e m et e e e e o e e i oo e meaoeoiaaeaam o
-------------------------------------------------------------------------------------------------------------- TTCTTCACAAAAATTTAGTTTTTTTTTTGTTTTAAAAATAACGCCACA - -« -« - xmxmmmmmmm oo oo - L AAAATTTA-TTABTTA
-------------------------------------------------------------------------------------------------------------- TTCTTCACAAAAATTTAGTTTTTTTTTTGTTTTAAAAATAACGCCACAATTATAA- -ATATTAAJAAATTTAATTTTTCTATTTAAAATTTA - - - AATAA
----- AATAATTACTT-ATTTAAATCCAATTTTTTTGTTATTTT--ATCATGTTACGGGTTCATTTTGTCCTTAGAT TAT TTTCCT CAT T T T TCC T CAT T = - = = = 5 = & s m e m e o o e m o et et et e o o e f e o ot et bt e ot e f et bt ettt m e e et et f ot e f it e et oo m o e e o oo e meeccoaaoemam o
-------------------------------------------------------------------------------------------------------------- TTCTTCACAAAAATTTAGTTTTTTTTTTGTTTTAAAAATAACGCCACA - === =cccmeocoaaeacaaeaceo---TANTT---co o
-------------------------------------------------------------------------------------------------------------- TBcTTCcACAAAART THGTBT TTTTTTTTGTTTTAAAAATAACGCCACE- - - - - - - - - - - - TTAAAAATCGGAAA- - - —TAITTAAAA— - - --TTGATAA
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size: 9701bp; fragments: 503; full length: 0 (>=8730.9bp)
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/ 354.fasta.b.bed uf.bed g 3.bed fm 1.bed 0 O bcin.fa_aln.fa_cl.i After TEtrimmer Extended plOt Blue lines are boundaries

size: 10093bp; fragments: 491; full length: 0 (>=9083.7bp)
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TE: Itr_1 family 354
size: 584bp; fragments: 169; full length: 83 (>=525.6bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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