Start crop Point End crop Point

1 MSA length = 12661 1
------------------------------------------------------------- ATAACTTTTTTATTTTTTCAGATAA - - - - - - o e oo o e oo o - -
-ACCAAATCTCGTTTTTTATCTGAAGAAAATAAAAGGGGGTGAGCCAT T T T - - - - - - - m s oo oo m o o o oo o o oo o o oo o oo oo oo oo oo
AACCAAATCTCGTTTTTTATCTGAAGAAAATAAAAGGGGGTGAGC CAT T T T - - - - - - s - oo oo o o oo o o oo o o oo o oo o oo oo oo oo oo oo
AACCAAATCTCGTTTTTTATCTGAAGAAAATAAAAGGGGGTGAGC CAT T T T - - - - - - s - oo oo o o oo o o oo o o oo o oo o oo oo oo oo oo oo
AACCAAATCTCGTTTTTTATCTGAAGAAAATAAAAGGGGGTGAGCCATTTT---------- ATAACTTTTTTATTTTTTCAGATAAAAAACGAGATTTCGCTTGTTGGTAT
AACCAAATCTCGTTTTTTATCTGAAGAAAATAAAAGGGGGTGAGCCATTTT---------- ATAACTTTTTTATTTTTTCAGATAAAAAACGAGATTTCGCTTGTTGGTAT
------------------------------------------------------------- ATAACTTTTTTATTTTTTCAGATAAAAAACGAGATTTCGCTTGTTGGTAT
------------------------------------------------------------- ATAACTTTTTTATTTTTTCAGATAAAAAACGAGATTTCGCTTGTTGGTAT

------------------------------------------------------------- ATAACTTTTTTATTTTTTCAGATAAAAAACGAGATTTCGCTTGTTGGTAT



Start crop Point End crop Point

ll

12000




.bed fm_1.bed 0 0 n.bed g 1l.bed fm 2.bed O O bcin.fa_aln.fa
size: 12661bp; fragments: 111340; full length: 1 (>=11394.9bp)
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d g Lbed fm Lbed 0 0 nbed g Lbed fm 2.bed 0 0 belnfa : After TEtrimmer Extended plot Blue lines are boundaries
size: 12662bp; fragments: 111340; full length: 1 (>=11395.8bp)
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size: 320bp; fragments: 735; full length: 499 (>=288bp)
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After TEtrimmer ORF and PFAM domain plot
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