Start crop Point End crop Point

1 MSA length = 14829 1
AAGTATACAGTATAGAATTATTAGAAT TACAGT TTTCT CT T TAGT TT T T - - - - - - s s s o o e e o e e o o o e o oo oo
------------------------------------------------------------ ATCTTAGGGGGGGGGCATGGGCCCCCCCCTCTGTATCCGCCACTGGTTCC
AAGTATACAGTATAGAATTATTAGAAT TACAGT TTTCT CT T TAGT T T T T - - - - - - s s o o o o o o e e o o e e e oot o oo m s
------------------------------------------------------------ ATCTTAGGGGGGGGGCATGGGCCCCCCCCTCTGTATCCGCCACTGGTTCC
AAGTATACAGTATAGAATTATTAGAAT TACAGT TTTCT CT T TAGT TT T T - - - - - - s s s o o e e o e e o o o e o oo oo
AAGTATACAGTATAGAATTATTAGAAT TACAGT TTTCT CT T TAGT T T T T - - - - - - s s o o o e o e e s o o e e oo oo oo
----------------------- GAATTACAGT T T TCT CT T TAGT T T T T T = - - - - - - s - m e o o e s o o o e e o ot o oo oo
------------------------------------------------------------ ATCTTAGGGGGGGGGCATGGGCCCCCCCCTCTGTATCCGCCACTGGTTCC
------------------------------------------------------------ ATCTTAGGGGGGGGGCATGGGCCCCCCCCTCTGTATCCG--------=- -
- - - TATACAGTATAGAATTATTAGAAT TACAGT TT TCT CT T TAG T TT T T T - - - - - - - o m m o s s o o o e e e e et o o o oo oo oooo oo
------------------------------------------------------------ ATCTTAGGGGGGGGGCATGGGCCCCCCCCTCTGTATCCGCCACTGGTTCC
---------------------------- ACAGT TTTCT CT T TAGT TT T T T - - - - - - m m s s s s o o e e e e o e e o e e oo o oo oo oo
------------------------------------------------------------ ATCTTAGGGGGGGGGCATGGGCCCCCCCCTCTGTATCCGCCACTGGTTCC
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1.bed fm_1.bed 0 O n.bed g 1.bed fm_ 2.bed 0 O bcIn.fa_aln.fa_
size: 14829bp; fragments: 163419; full length: 2 (>=13346.1bp)
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o Lbed fm Lbed 0 0 nbed g 1bed fm 2.bed 0 0 belnfa aln After TEtrimmer Extended plot Blue lines are boundaries
 size: I482_9bp; fr_ag_mgnts: 163419:; fuII_Ien_gth: 2 (_>:_13_346.1b6)
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TE: nd_1_famiy 303 Before TEtrimmer 554 bp

size: 554bp; fragments: 7920; full length: 925 (>=498.6bp)
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After TEtrimmer ORF and PFAM domain plot
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nsus before TEtrimmer (bp)
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Dotplot

(windowsize = 25, threshold = 50.00 09/10/25)
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