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Another point which we would like to comment on 
is about R172S mutation, an extremely rare mutation in 
IDH2 for gliomas. Two types of single nucleotide change 
have been reported as an R172S mutation (c.516G>C and 
c.516G>T) [1, 2]. In the present study, we validated the 
assay for IDH2 using a plasmid generated from a clinical 
case with c.516G>T transition (Fig.  1). Theoretically, the 
other R172S mutation (c.516G>C) would also be detected 
by increased peaks at the 6th (G) and 8th (C) dispensations. 
This type of mutation is extremely rare in gliomas, and our 
assays are still useful in detecting either mutation.

Erratum to: Brain Tumor Pathol (2015) 32:22–30 
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In original publication of article, the pyrosequencing assay 
for IDH2 in Table 1 was incorrectly described as follows:

Sequence to analyze: ANGCAC.
Dispensation order: TAT GTC ACG CAC .

The correct assay is as follows:
Sequence to analyze: ANGCA CGC CCAT.
Dispensation order: GTA CTG TCA CGC .
The corrected version of Table 1 is given in this erratum.
In addition, the authors would like to include the below 

comment with this erratum.

The online version of the original article can be found under 
doi:10.1007/s10014-014-0186-0.
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Table 1  Sequences of 
the primers for PCR for 
pyrosequencing, Sanger 
sequencing, and the 
pyrosequencing assays

Procedure Sequence

PCR for pyrosequencing
 For IDH1 (product length: 86 bp)
  Forward primer (PC6041) CAA AAA TAT CCC CCG GCT TG
  Reverse primer (PC6042) bio-CAA CAT GAC TTA CTT GAT CCCC

 For IDH2 (product length: 85 bp)
  Forward primer (PC6099) ACA TCC CAC GCC TAG TCC C
  Reverse primer (PC6100) bio-TCT CCA CCC TGG CCT ACC TG

Pyrosequencing
 For IDH1
  Primer (P0125) ACC TAT CAT CAT AGGT
  Sequence to analyze CDTCA TGC TTAT
  Dispensation order GAT CAT GTC ATG 
  Assay type AQ assay

 For IDH2
  Primer (P0126) CCC ATC ACC ATT GGC
  Sequence to analyze ANGCA CGC CCAT
  Dispensation order GTA CTG TCA CGC 
  Assay type AQ assay

Sanger sequencing [8]
 For IDH1 (product length: 254 bp)
  Forward primer (IDH1 fc) ACC AAA TGG CAC CAT ACG A
  Reverse primer (IDH1 rc) TTC ATA CCT TGC TTA ATG GGTGT

 For IDH2 (product length: 293 bp)
  Forward primer (IDH2 fc) GCT GCA GTG GGA CCA CTA TT
  Reverse primer (IDH2 rc) TGT GGC CTT GTA CTG CAG AG
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