
Supplementary Table 1: Nomenclature for various sets of conserved non-coding elements 
  

Abbreviation Description Identification Reference 

ANCOR Ancestral non-coding 
conserved region 

various computational methods (1) 

CNC Conserved 
non-coding 

≥ 70% seq. id. over 100 nucleotides 
between human and mouse; coding regions 

are removed 

(2) 

CNE Conserved 
non-coding elements 

local sequence similarity between human 
and Fugu for over 100 nucleotides; coding 

and repetitive regions  are removed  

(3) 

CNEE Conserved non-exonic 
elements 

phastCons (a phylogenetic hidden markov 
model) was applied on multiple alignments 

of 40 vertebrate genomes 

(4) 

CNG Conserved non-genic ≥ 70% seq. id. over 100 nucleotides 
between human and mouse; strictly 

non-coding 

(5) 

CNS Conserved 
non-coding 
sequences 

various computational methods (6) 

EC Extremely conserved 
elements 

≥ 80% seq. id. over 100 nucleotides in 40 
vertebrate genomes 

(7) 

HCE Highly Conserved 
Elements 

union set of sequences identified in other 
studies: UCEs (8), UCR (9) and CNE (3) 

(10) 

HCR Highly conserved 
regions 

≥ 70% seq. id. over 100 nucleotides 
between classes of vertebrates 

(11) 

HCNE Highly conserved 
non-coding elements 

sequence stretches over 50 nucleotides, 
where the probability of being under 

negative selection given the conservation 
score in human and dog comparison, is 

over 95% 

(12) 

HCNR Highly conserved 
non-coding regions 

≥ 70% seq. id. over 100 nucleotides in 
human, mouse, chicken, Xenopus and 

Fugu genomes; coding regions are 
removed 

(13) 

LCNS Long conserved 
non-coding 
sequences 

long sequences (≥ 500 nucleotides) 
showing ≥ 95% similarity between human 
and mouse; coding regions are removed 

(14) 

LIME Long identical 
multispecies elements 

extremely conserved elements over 100 
nucleotides for six animal and six large 

plant genomes  

(15) 
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MCS Multispecies 
conserved sequences 

conservation score threshold was set so 
that the detected sequences contain 5% of 
the human genome (rough estimate of the 

mammalian genome under selective 
pressure), minimum length being 25 

nucleotides 

(16) 

PCNE Phylogenetically 
Conserved 

non-coding elements 

sequences with local sequence similarity     
for over 45 nucleotides between     
vertebrates and amphioxus; coding and     
repetitive regions are removed 

(17) 

UCE Ultraconserved 
elements 

sequences having 100% similarity over 200      
nucleotides between human, mouse and rat      
genomes; 25% of those overlap known      
protein-coding sequences 

(8) 

UCR Ultraconserved 
regions 

≥ 95% similarity over 50 nucleotides      
between human and mouse genomes, also      
partially aligned to fugu; coding regions are       
removed 

(9) 
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