Start crop Point End crop Point

1 MSA length = 13342

GTTACAGGCATAGAACTGGAATTACTGATAGATCCAGATATGATACATT T ---------- GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMMTATCTACTIARAT - [8A CACHCERE "ERER~ " "HHCEH " "FENE E B
GTTACAGGCATAGAACTGGAATTACTGATAGATCCAGATATGATACATT T ---------- GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMMTATCTAC

----------- AGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMMTATCTAC

---------- TAGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATEETATCTACT

---------- TAGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATETATCTACT

----------- AGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMMTATCTACT

--------- ATAGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATEETATCTACT

------- GCATAGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATEMTATCTACT

--------- ATAGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMMTATCTACT I I n—AITT_ TIATIEAG AT -
---------- TAGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMMTATCTACT e e e e e
---------------- TGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATEETATCTACT ATIT TATATRT TA
------------ GAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMMTATCTACT . TA
GTTACAGGCATAGAACTGGAATTACTGATAGATCCAGATATGATACATT T ---------- GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMETATCTACT -
------------ GAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATIMMTATCTACT -
---------- TAGAACTGGAATTACTGATAGATCCAGATATGATACATTT----------GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATEETATCTACT TA
GTTACAGGCATAGAACTGGAATTACTGATAGATCCAGATATGATACATT T ---------- GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATETATCTACT AATHT TA

GTTACAGGCATAGAACTGGAATTACTGATAGATCCAGATATGATACATT T -=-=-=-===-=--- GGAGGAGGAGGAGTATTTTGAGGAGGAGGATCTCTCATATERTATCTACTHAR- - ---------=-=-=--==--=--- ATTT TA






1.bed_fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 13342 bp
size: 13342bp; fragments: 1218; full length: 24 (>=12007.8bp)
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o Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 beln.fa aln After TEtrimmer Extended plot Blue lines are boundaries
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TE: It 1 family 1061 Before TEtrimmer 4091 bp

size: 4091bp; fragments: 1872; full length: 0 (>=3681.9bp)
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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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