Start crop Point End crop Point

1 MSA length = 11928 1
ACATCCTTATTAGATAATTCAATITATTGT ---------------------------------------------------------------------------------------------------------------------
------------------------------ TTTAAATAGATTTTGTTATATTTTTGAGTAATAAATTATGTATTGTGTTT----------TGCTTTCCGTGGTTAAAGTTCTAAATTTAATTTATTTTTAAAAGCCATTTTTATAAT
------------------------------ TTTAAATAGATTTTGTTATATTTTTGAGTAATAAATTATGTATTGTGTTT----------TGTTCTCCGTGGTTAAAGTTTTAAATTTAATTTATTTTTAAAAGACATTTTTATAAT
TGATCTCCGTGAGATAATTTAATTTATTATTTTAAATAGATTTTGTTATATTTTTGAGTAATAAATTATGTATTGTGTTT-=--------- TGCTTTCCGTGGTTAAAGTTTTAAATTTAATTTATTTTTAAAAGACATTT ----- - -
TGATCTCCGTGAGATAATTTAATTTATTATTTTAAATAGATTTTGTTATATTTTTGAGTAATAAATTATGTATTGTGTTT-=-=-------- TGCTTTCCGTGGTTAAAGTTTTAAATTTAATTTATTTTTAAAAGACATTT ----- - -
TGATCTCCGTGAGATAAT T TAAT T TATTATT T TAAATAGAT T TTGT TATAT T T T TGAGTAATAAAT TATG T AT TG TG T T T = = = & s s s s o s m o m o e o ot f o o ot o ot o oo o f oot m oo oo oo oo oo moom oo oo
-------------------------------------------------------------------------------------------------------------------------------------------- TTATAAT
TGATCTCCGTGAGATAATTTAATTTATTATTTTAAATAGATTTTGTTATATTTTTGAGTAATAAATTATGTATTGTGTTT-=-=-------- TGCTTTCCGTGGTTAAAGTTTTAAATTTAATTTATTTTTAAAAGACATTT ----- - -
-------------------------------------------------------------------------------------------------------------------------------------------- TTATAAT
-------------------------------------------------------------------------------------------------------------------------------------------- TTGTACT

------------------- TTGTITAIC———————————————————————————————————————————————————————————————————————————————————————————————————————————————————————

----------- faTarrcTGTTTA
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d fm_1.bed 0 0_nbed g 1.bed fm 2.bed 0 0 belnfa alnfa clf: After TEtrimmer 11928 bp

size: 11928bp; fragments: 241099; full length: 0 (>=10735.2bp)
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d ufbed g Lbed fm 1bed 0 0 nbed g Lbed fm 2.bed 0 0 b After TEtrimmer Extended plot Blue lines are boundaries

size: 12316bp; fragments: 108156; full length: 0 (>=11084.4bp)
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size: 4895bp; fragments: 57; full length: 16 (>=4405.5bp)

TE: Itr_1 family 1034
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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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