Start crop Point End crop Point

1 MSA length = 13361 1
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-------------------------------------------------------------------------------------------------------------- AATAAGTTCTABTATTTTTGTGCGTTATAATAATAATTTATAACCGTACAAT -ATATATTAAA--------------CAACTATATAAANCA- - - - - --
-------------------------------------------------------------------------------------------------------------- AATAAGTTCTAITATTTTTGTGCGTTATAATAATAATTTATAACCGTACAAT—ATATATTAAA——————————————CAACTIATATAAA CA-------
-------------------------------------------------------------------------------------------------------------- AATAAGTTCTAATATTTTTGTGCGTTATAATAATAATTTATAACCGTACAGTC- - - - - TAAAATAAAAAGAAATT - - - - -ATTABATAABTCBGAACAAA
-------------------------------------------------------------------------------------------------------------- AATAAGTTCTAATATTTTTGTGCGTTATAATAATAATTTATAACCGTACAGTC—————TAAAATAAAAAGAAATT—————ATTAIATAA TCIGAACAAA
T----- AAATATGGGTA- - - - - - AGTTRTAATTCTTCTAABCEAATTAG- TGTTGCGAACAACAACTCCTTTCAAATTAATTATAAAATAATATTCGT TT - -« -« - oo st o oottt oo ATAAAAAAAAAATAAATTTTCAAATTATATAAATCATAATATA
-------------------------------------------------------------------------------------------------------------- AATAAGTTCTAATATTTTTGTGCGTTATAATAATAATTTATAACCGTACAATCATATATAAAAAAAAAATAAATTTTCAAATTATATAAATCATAATATA
TATAAGABATGABBABAGCAAGAGGTBT TAB T T TCA G T A AA T - - A - - - - - oo o m oLl
-------------------------------------------------------------------------------------------------------------- AATAAGTTCTAATATTTTTGTGCGTTATAATAATAATTTATAACCGTACAAT - == - = -ecccmeacccaaeacaaoo---TATETAAATCA- ------
------------- AGTA——————GGTTITAA———————————————————————————————————————————————————————————————————————————————AATAAGTTCTAATATTTTTGTGCGTTATAATAATAATTTATAACCGTACAAT——————————————————————————————TATITAAATCA———————
TA---emee oo AAT = = == m = oo e o - TAA- - ----- Y - L R e e e e R
-------------------------------------------------------------------------------------------------------------- AATAAGTTCTAATATTTTTGTGCGTT---ATAATAATTTATAACCGTAC----------ATAAAAAAAGTCACTTTTCAGACTHITATIBATCATAATATA
TGTAAGCAATATGAATA- - - - - - AGTTTTAA- - - - - - - AABBTAAT - - G- e - e e o AATAAGTTCTAATATTTTTGTGCGTT---ATAATAATTTATAACCGTAC--=------ - ATAAAAAAAGTCACTTTTCAGACTITATIATCATAATATA
C------ AATGAGAATACCAGGGAATTTTAATTCTTCTGGTGAAATTTGGTGTTGCGAACAACAACTCTTTTCAAAT TAAT TATAAAATAATAT TCG T T T - = = = = = = = & = = s & m m e m o o e f et o e o e e o et et e o e et e o f f et ot e m et e m et ot e f et e o et f ot e f ot i e e e oo meeoooammooemaao s
C------ AATGAGAATACCAGGGAATTTTAATTCTTCTGGTGAAATTTGGTGTTGCGAACAACAACTCTTTTCAAAT TAAT TATAAAATAATAT TCG T T T - = = = = = = = & = & = & & m e m o e m e o ot e f o e o et et e o ottt e o f o et ot e f et e f et ot e f e e o et ff e f ot e e oo oo e oemameaoeoaao s
------------- GAT = = = = = = s e m e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e e aeeaieaaeaoo-a--- - AATAAGTTCTAATATTTTTGTGCGTTATAATAATAATTTATAACCGTACAATCATATATAAAAAAAAAATAAATTTTCAAATTATATAAATCATAATATA

-------------------------------------------------------------------------------------------------------------- AATAAGTTCTAATATTTTTGTGCGTTATAATAATAATTTATAACCGTACAATCATATATAAAAAAAAAATAAATTTTCAAATTATATAAATCATAATATA
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i fm_1.bed 0 0_n.bed g 1.bed fm 2.bed 0 0 belnfa ainfa clfa After TEtrimmer 13361 bp

size: 13361bp; fragments: 144; full length: 0 (>=12024.9bp)
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| ufbed g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries

size: 14057bp; fragments: 170; full length: 0 (>=12651.3bp)
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TE: It 1 famiy 378 Before TEtrimmer 970 bp

size: 970bp; fragments: 28; full length: 22 (>=873bp)
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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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ansus before TEtrimmer (bp)
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