Start crop Point End crop Point

1 MSA length = 2358
TTTTAATATAAGTATAACAATTCAAAAATGCTGAGTITTATTTTTCT - - TTGTAAAAATATTTAAATATCTGGTTTCATTATGTAAT TATTACTAAATAT - - - - -« o x o c oottt oo GTARTTT
TTTTAATATAAGTATAACAATTCAAAAATGCTGAGT-TTATTTTTCT--TTGTAAAAATATTTAAATATCTGGT TTCATTATGTAAT TAT TACTAAATAT - = & - 5 & = & o m st m o e o e f o e e e e m e f o m ot m e i e e e oo miaieoaaa o GTAITTT
BrrraataTAAGTEAGCHATIICAAGAATACTGAGTTTTATTTTCEJACT TGRAAAAA AT TAAATATCTGATAATATTATATAATTATAATTAAATA -« -« - - - - - - CTTTAAATAAAACTTTTATTTTTTAAAAACGTTGTTTATATTAACTTTCAAA GTA---c-ammmmn-

- -AlTAT- - - -ATTGEARTTCAAAARTC - - - - - TTRATTTECHTTCA- -« - - e e - GARBTTTATTTATABT TABAAT TAAAIAT - - - - - oo ool

--------- AAGH- - TACAATT - AAAAA - -[l§TGAG- - - - - - -TTCCTAC- T TABAATATTTAAATAJICIIGG T TCATTATGTAATTRTAATT A
TTTTBABAG- - - - ABAGCGARTCGRABATG- - - - - 8T TCBCCTAC- - e CETBATCTRAT TABA T B AAAT AT - - - c - m e oLl GGA A
TETTAATATAABTATAGCAAT - - AAAAA- -CTGAG-TTTAT@TTCCT - - - TGTAAAAATATTTAARTATCTIRGT TTCATTATGTAATT - TAAT TAAATAT - - - - -« o x o m o m ottt oo GGG A
TTTEAART ARG TATBGCGATTIIGAGAA - - CTGAGTTTTATTCTCCTACTTGTAAAAATATITAAATATCTGGTAA-ATTATGGAATT - - - - TTAAATAG- - - - - - - - - - CTTTAAATAAAACTTTTATTTTTTAAAAACGTTGTTTATATTAACTTTCAAARMIGG A
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AGA A

---------------------------------------------------------------------------------------------------------------------------------------------------------------- GGG A
----------------------------------------------------------------------------- ATTATGGAATT - - - -TTAAATAG----------CTTTAAATAAAACTTTTATTTTTTAAAAACGTTGTTTATATTAACTTTCAAARMGG A
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AGA A
---------------------------------------------------------------------------------------------------------------------------------------------------------------- AGA A
-------------------------------------------------------------------------------------------------------------- CTTTAAATAAAACTTTTATTTTTTAAAAACGTTGTTTATATTAACTTTCAAABAGA e A
-------------------------------------------------------------------------------------------------------------- CTTTAAATAAAACTTTTATTTTTTAAAAACGTTGTTTATATTAACTTTCAAABAGA e A

-------------------------------------------------------------------------------------------------------------- CTTTAAATAAAACTTTTATTTTTTAAAAACGTTGTTTATATTAACTTTCAAA
-------------------------------------------------------------------------------------------------------------- CTTTAAATAAAACTTTTATTTTTTAAAAACGTTGTTTATATTAACTTTCAAA

> > > > > > > >
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.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 2358bp; fragments: 144; full length: 0 (>=2122.2bp)

divergence to consensus (%)
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d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries

size: 3984bp; fragments: 144; full length: 0 (>=3585.6bp)
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divergence to consensus (%)
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TE: Itr_1 family 672

size: 1060bp; fragments: 45; full length: 7 (>=954bp)
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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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[E consensus before TEtrimmer (bp)
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