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Due to a typesetting error, the original version of this 
article contained a mistake which has been corrected. In  
Fig. 3a, the dendritic tracing was inadvertently cut off for the 
third neuron of NexCre cDKO mice (panel a, right border).  
Tracings of all other neurons are displayed correctly.

The correct version of Fig. 3 is given below.

The online version of the original article can be found under 
doi:10.1007/s00401-014-1368-x.
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Fig. 3  Neurons of NexCre cDKO mice exhibit impaired den-
dritic complexity and reduced total neurite length. a Representative 
3D-reconstructions of CA1 pyramidal neurons from littermate con-
trol (left) and NexCre cDKO mice (right). b Schematic representa-
tion of parameters assessed. c Sholl analysis reveals a significant 
overall genotype effect on apical dendritic morphology that was most 
prominent in proximal regions (repeated measures ANOVA: genotype 
F(1,20) = 9.818, p = 0.0052, with post hoc Bonferroni multiple com-
parison test, *p < 0.05). d NexCre cDKO neurons display a signifi-

cantly reduced total apical dendritic length and e reduced dendritic 
branching. f Sholl analysis reveals a significant overall genotype 
effect on basal dendritic morphology (repeated measures ANOVA: 
genotype F(1,19) = 4.710, p = 0.043, with post hoc Bonferroni mul-
tiple comparison test, *p < 0.05 **p < 0.01). g NexCre cDKO neu-
rons display a significantly reduced total basal dendritic length and 
h dendritic branching. n = number of neurons analyzed (from 5 ani-
mals/genotype, age: 11–13 weeks). Error bars SEM
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