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In Fig. 2 of this Article, the CLOCK protein sequence of the blind mole rat (Spalax) was inadvertently used to represent that of the
naked mole rat (Heterocephalus glaber) in both the sequence alignment (Fig. 2a) and the resulting phylogenetic tree (Fig. 2b). On the
basis of this analysis, it was proposed that the expanded glutamine-rich region of these proteins arose by convergent evolution.
However, an alignment and phylogenetic tree using the correct sequences (new Fig. 2a,b) does not support this conclusion. We thank
Frédéric Delsuc for identifying this error, which does not affect the main findings of the paper.

DOI: 10.1038/ncomms9051

NATURE COMMUNICATIONS | 6:8051 | DOI: 10.1038/ncomms9051 | www.nature.com/naturecommunications 1

& 2015 Macmillan Publishers Limited. All rights reserved.

http://dx.doi.org/10.1038/ncomms4966
http://www.nature.com/naturecommunications


          

Rattus
Mus
Spalax
Heterocephalus
Homo   

  
          

   
   
 : 
 : 
 : 
 : 
 : 
   

                                                    
 *       700         *       720         *       740
QSATVTTFTQDRQIRFSQGQQLVTKLVTAPVACGAVMVPSTMLMGQVVTAYP
QSATVTTFTQDRQIRFSQGQQLVTKLVTAPVACGAVMVPSTMLMGQVVTAYP
QSATVTTFTQDRQIRFSQGQQLVTKLVTAPVACGAVMVPSTMLMGQVVTAYP
QGGAVTTFTQDRQIRFSQGQQLVTKLVTAPVACGAVMVPSTMLMGQVVTAYP
QSAAVTTFTQDRQIRFSQGQQLVTKLVTAPVACGAVMVPSTMLMGQVVTAYP
Qsa VTTFTQDRQIRFSQGQQLVTKLVTAPVACGAVMVPSTMLMGQVVTAYP

      
      
 : 738
 : 735
 : 759
 : 780
 : 739
      

   
   
 : 
 : 
 : 
 : 
 : 
   

                                                    
         *       760         *       780         *  
TFATQQQQAQALSVTQQQQQQQQQQQQQQQQQPQQAQQPQSQQSSQDQPHPS
TFATQQQQAQTLSVTQQQQQQQQQPPQQQQQQ---------QQSSQEQQLPS
TFATQQQQAQTLSVTQQQPQQQQPQQQQPQQQQPQQQ----QQSSQEQQLPS
TFTTQQQQAQTLSVTQQQQQQQQQQQQQQQQQQQQQQQQ--QQSSQEQQLPS
TFATQQQQSQTLSVTQQQQ----------------------QQSSQEQQLTS
TFaTQQQQaQtLSVTQQQqqqqq   qq qqq         QQSSQeQqlpS

      
      
 : 790
 : 778
 : 807
 : 830
 : 769
      

   
   
 : 
 : 
 : 
 : 
 : 
   

                                                    
     800         *       820         *       840    
VQQP--AQLTQPPQQFLQTSRLLHGNPSTQLILSAAFPLQQSTFPPSHHQQH
VQQPAQAQLGQPPQQFLQTSRLLHGNPSTQLILSAAFPLQQSTFPPSHHQQH
VPQPSQAQLTQSPQQFLQTSRLLHGNPSTQLILSAAFPLQQSTFPPSHHQQH
VQQPSQAQLTHPPQQFLQTSRLLHGNPSTQLILSAAFPLQQSTFPQSHHQQH
VQQPSQAQLTQPPQQFLQTSRLLHGNPSTQLILSAAFPLQQSTFPQSHHQQH
VqQP qAQLtqpPQQFLQTSRLLHGNPSTQLILSAAFPLQQSTFP SHHQQH

      
      
 : 840
 : 830
 : 859
 : 882
 : 821
      

   
   
 : 
 : 
 : 
 : 
 : 
   

                         
     *       860         
---QQQQLHRHRTDSLTDPSKVQPQ
QPQQQQQLPRHRTDSLTDPSKVQPQ
QSQQQQQLSRHRTDSLTDPSKVQPQ
QSQQPQQLGRHRTDSLTDPSKVQPQ
QSQQQQQLSRHRTDSLPDPSKVQPQ
q qQqQQL RHRTDSLtDPSKVQPQ

      
      
 : 862
 : 855
 : 884
 : 907
 : 846
      

Rattus
Mus
Spalax
Heterocephalus
Homo

Rattus
Mus
Spalax
Heterocephalus
Homo

Rattus
Mus
Spalax
Heterocephalus
Homo

Divergence, substitutions/site  

0  0.009 0.018 0.027 0.036

Heterocephalus

Spermophilus dauricus

Spermophilus tridecemlineatus 

Cricetulus

Mus

Rattus

Spalax

Homo

91

97

89

100
81

PQQQQPQQQQPQQQQPQQQ--
QQQQQQQQQQQQQQQQQQQQQ

Figure 2 | Evolution of BMR and NMR CLOCK proteins. (a) The Q-rich domain of BMR (Spalax) CLOCK proteins compared with that of NMR

(Heterocephalus), human (Homo), rat (Rattus) and mouse (Mus). Red box indicates the expanded glutamine-rich area in BMR with 4 P substitutions. (b)

Phylogenetic tree of the CLOCK protein. The rooted tree describes the similarity relationships among the CLOCK proteins of BMR, NMR, mouse, rat,

thirteen-lined ground squirrel (Spermophilus tridecemlineatus), Daurian ground squirrel (S. dauricus), Chinese hamster (Cricetulus) and human (Homo).
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