Start crop Point

1 MSA length = 6072

------------------------------------------------------------- AATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - --------- AAIATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - - -------- AATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - --------- AAIATTATA-TTTTCTT
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - --------- AATATTATATTTTTCTT
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - - -------- AATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - --------- AATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - -------- AAATATTATATTTTTCTTA

TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - - - - -~ - - - - AATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - - - - -~ - - - - AATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - ----=- - AAATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - - - - -~ - - - - AATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - ----=- - AAATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - ----=- - AAATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAARTTGTTTATATTAAATTGTGTTA - - - - - - - - - AAATATTATATTTTTCTTA
TGTAAGAGTCTTGTTTTCCGTTAAAAATTTGTTTATATTAAATTGTGTTA- - - - - -~ - - - - AATATTTATTTTTCTTA
------------------------------------------------------------- AATITTATRTTT TR TA

--------------------------------------------------------------------------------------------------------------- AATATTRTATTTTTCTTA

-------------------------------------------------------------------------------------------------------------- AAATATTATATTTTTCTTA

TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA
TCGCTCTTACA

End crop Point

TATA-AAATATTTTTAA
A.TAAGCTTITTTAA
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1.bed_fm_1.bed 0 0 n.bed g 1.bed fm_2.bed 0 0 bcln.fa_aln.fa_ After TEtrimmer 6072 bp

size: 6072bp; fragments: 4298; full length: 0 (>=5464.8bp)
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ed g 1.bed fm _1.bed 0 O n.bed g 1l.bed fm 2.bed O O bcIn.fa_
size: 6472bp; fragments: 4471; full length: 0 (>=5824.8bp)
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TE: It 1 family 1037 Before TEtrimmer 3510 bp

size: 3510bp; fragments: 633; full length: 21 (>=3159bp)
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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)
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