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SUPPLEMENTARY MATERIAL 2: LIST OF FEATURES USED IN DRAGON TIS SPOTTER FOR 
ARABIDOPSIS THALIANA 
	
  
The	
  following	
  table	
  provides	
  a	
  list	
  of	
  all	
  features	
  used	
  in	
  Dragon	
  TIS	
  Spotter	
  for	
  plants.	
  The	
  names	
  given	
  to	
  the	
  features	
  correspond	
  
to	
  the	
  names	
  of	
  features	
  as	
  used	
  in	
  the	
  programs	
  implementing	
  the	
  tool.	
  Features	
  are	
  derived	
  from	
  Arabidopsis	
  data	
  sets.	
  
 

pscore   Positive score value calculated based on PWM 
nscore   Negative score value calculated based on PWM 
kozak   Binary value indicating the conservation of the consensus GCC[A/G]CCatgG 
G_ratio   Number of G nucleotides in the 20 upstream posititions with the highest information gain 
UpstreamATGin   In-frame ATG condon frequency in the upstream segment 
UpstreamATGout   Out-frame ATG condon frequency in the upstream segment 
Num_ATG   ATG codon frequency in both upstream and downstream segments 
putative_sequence   "Binary value that indicates whether the sequence contains an in-frame stop codon (TAG TAA or 

TGA)" 
Info_gain   Information gain value calculated based on the entropy of the nucleotides in the sequence 
u_kth1_a   Frequency of nucleotide A in position 1 in the in-frame codons for the upstream segment 
u_kth2_a   Frequency of nucleotide A in position 2 in the in-frame codons for the upstream segment 
u_kth3_a   Frequency of nucleotide A in position 3 in the in-frame codons for the upstream segment 
u_kth2_c   Frequency of nucleotide C in position 2 in the in-frame codons for the upstream segment 
u_kth3_c   Frequency of nucleotide C in position 3 in the in-frame codons for the upstream segment 
u_kth2_g   Frequency of nucleotide G in position 2 in the in-frame codons for the upstream segment 
u_kth2_t   Frequency of nucleotide T in position 2 in the in-frame codons for the upstream segment 
d_kth1_a   Frequency of nucleotide A in position 1 in the in-frame codons for the downstream segment 
d_kth2_g   Frequency of nucleotide G in position 2 in the in-frame codons for the downstream segment 
d_kth2_t   Frequency of nucleotide T in position 2 in the in-frame codons for the downstream segment 
upstream_a   1-gram feature: frequency of A nucleotide in the upstream segment 
upstream_c   1-gram feature: frequency of C nucleotide in the upstream segment 
upstream_t   1-gram feature: frequency of T nucleotide in the upstream segment 
downstream_a   1-gram feature: frequency of A nucleotide in the downstream segment 
downstream_c   1-gram feature: frequency of C nucleotide in the downstream segment 
downstream_g   1-gram feature: frequency of G nucleotide in the downstream segment 
downstream_t   1-gram feature: frequency of T nucleotide in the downstream segment 
upstream_2mer_aa   2-fram feature: frequency of AA dinucleotides in the upstream segment 
upstream_2mer_ac   2-fram feature: frequency of AC dinucleotides in the upstream segment 
upstream_2mer_at   2-fram feature: frequency of AT dinucleotides in the upstream segment 
upstream_2mer_ca   2-fram feature: frequency of CA dinucleotides in the upstream segment 
upstream_2mer_cg   2-fram feature: frequency of CG dinucleotides in the upstream segment 
upstream_2mer_gc   2-fram feature: frequency of GC dinucleotides in the upstream segment 
upstream_2mer_gt   2-fram feature: frequency of GT dinucleotides in the upstream segment 
upstream_2mer_tt   2-fram feature: frequency of TT dinucleotides in the upstream segment 
downstream_2mer_ag   2-fram feature: frequency of AG dinucleotides in the downstream segment 
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downstream_2mer_at   2-fram feature: frequency of AT dinucleotides in the downstream segment 
downstream_2mer_ca   2-fram feature: frequency of CA dinucleotides in the downstream segment 
downstream_2mer_cc   2-fram feature: frequency of CC dinucleotides in the downstream segment 
downstream_2mer_cg   2-fram feature: frequency of CG dinucleotides in the downstream segment 
downstream_2mer_ct   2-fram feature: frequency of CT dinucleotides in the downstream segment 
downstream_2mer_gc   2-fram feature: frequency of GC dinucleotides in the downstream segment 
downstream_2mer_gg   2-fram feature: frequency of GG dinucleotides in the downstream segment 
downstream_2mer_gt   2-fram feature: frequency of GT dinucleotides in the downstream segment 
downstream_2mer_tg   2-fram feature: frequency of TG dinucleotides in the downstream segment 
upstream DMF  Accumulative frequency of the 20 most common motifs in the upstream segment 
downstream DMF  Accumulative frequency of the 20 most common motifs in the downstream segment 
middle DMF  Accumulative frequency of the 20 most common motifs in the segment around the candidate TIS 

(50 nucleotides downstream and 50 upstream) 
 
  


