Start crop Point End crop Point

1 MSA length = 796
-------------------------------------------- B B GRTGTTGA- - - ----- - - TTCGCTGAGAAGAGGCACCTCAAGAAGAAGAT ATHAREA
TAACATAAG CTGATGATACGTTCTATTAGCTCACAGCGAAGCTTCCTTACAAGAGCTGTTGA - - == - - - - - - TTCGCTGAGAAGAGGCACCTCAAJAAGAAGAT ATHAGHG
TAATEEAABGGAGA TTA- - - - oo BTTCCTTACAAGAGCTGTTGA - -« - -~ - TTCGCTGAGAAGAGGCACCTCAAGAAGAAGAA ATBAAGT A
CAACATAAG CTGATGACACGTTCTATTAGCTGACAGCGAAGCTTCCTTACAAGAGCTGTTGA - - == - - == - - TTCJcTGAGAAGAGGCCCTCAAGAAGAAGAA ATHEAGEA
TAACATAAG CTGATGATACGTTCTATTAGCTCACAGCGAAGCTTCCTTACAAGAGCTGTTGA - - == -~ -~ - - TTCGCTGAGAAGAGGCACCTCAAGAAGAAGAT ATHAGHG
CAACATAAG CTGATGACACGTTCTATTAGCTGACAGCGAAGCTTCCTTACAAGAGCTGTTGA - - - - - - - - - - TTJCTGAGAAGAGGCACCTCAAGAAGAAGAA ATHEAGEA
CAACATAAG CTG-TGACACGTTCTATTAGCTGACAGCGAAGCTTCCTTACAAGAGCTGTTGA - - ==~ - -- - - TTCGCTJAGAAGAGGCACCTCAAGAAGAAGHT AT A

CAACATAAG CTGATGACACGTTCTATTAGCTGACAGCGAAGTTCCTTACAAGAGCTGTTGA- - - - - - - - - - TTHGCTGAGAAGAGGCACCTCAAGBAGAAGAAG - « - = = = = = = == o= o s oo oo s oo oot oo
CTGATGACACGTTCTATTAGCTGACAGCGAAGCTTCCTTACAAGAGCTGTTGA - - = - = - = - - TTCGCTGAGAAGAGGCACCTCAAGAAGARGAA - -GGAAACGGHIBETT - - - AT A

------------------------- G GCT TETA T TAGBTCACRTGTTGA- - - - - - - - - - TTIGCTGAGAAGAGGCACCTCAAGAAGA!IAT - - —AAAIGGmTTGAG-ATMGI

CTGATGACACGTTCTATTAGCTGACACGAAGCTTCCTTACAAGAGC TG T TGA - = = = = = = = = = = = = & = & & & oo & m o & o f o o o o o b o o f o ot o f o o o o f o o o o m o b o o o o o f e e e e e e oo oo

---------------- IC.AC AIGCTTCCTTACAAGAGCTGTTGA— e e oo —TTCICTGAGAAGAGGCACCTCAAGAAGAAGAA A.T— - --TTCT ABBAB TR T CAGG.ACAAA ATA- - -
------------------------------------------------------------ TTCGCTGAGAAGAGGCACCTCAAGAAGAAGAA ; ATBARTE THT TAGGGAACAAAMAGHGAG
CTGATGACACGTTCTATTAGCTGACAGCGAAGCTTCCTTACAAGAGCTGTTGA - - = = = = = = - - TTCGCTGAGAAGAGGCACCTCIAGAAGAAGAA ----------------------- GGAAAGCAAARANTGAA

------------------------------------------------------------ TTCGCTGAGAAGAGGCACCTCAAGAAGAAGAA AAATTCT
------------------------------------------------------------ TTCGCTlGAAGAGGCACCTCAAGAAAAGAA -
------------------------------------------------------------ TTCGCTGAGAAGAGGCACCTCAAGAAGAARET
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d_uf.bed g 1.bed fm_ 1.bed O O bcin.fa_aln.fa cl.fa_gs.fa ce.fa I After TEtrimmer 796 b P

size: 796bp; fragments: 903; full length: 49 (>=716.4bp)
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|.fasta.b.bed uf.bed g 1.bed fm 1.bed O O bcin.fa_aln.fa cl.fa gs
size: 1101bp; fragments: 902; full length: 0 (>=990.9bp)
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TE: md_5. family 8974 Before TEtrimmer 445 bp

size: 445bp; fragments: 473; full length: 86 (>=400.5bp)
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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)

Dotplot

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