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S16	  Table.	  3-‐chamber	  test	  for	  the	  Cntnap2	  knockout	  model.	  

	  
	  
	  
	  
	  
	  
	  
	  
	  
	  
	  

	  

Mean SE Mean SE

Genotype Stimulus
Genotype	  
x	  Stimulus

WT 38.1 2.4 36.4 1.9 13 F	   5.3 1.2 0.1

KO 36.5 1.2 33.1 1.5 13 p	   0.03 ns ns

WT 51.2 2.4 35.6 1.8 13 F	   7.1 22.9 0.9

KO 46.1 2.0 35.6 1.9 13 p	   0.01 0.0001 ns

WT 20.8 1.4 8.9 0.7 13 F	   11.7 110.7 1.1

KO 15.7 1.4 6.0 0.6 13 p	   0.002 0.0001 ns

WT 17.4 1.4 15.9 1.1 13 F	   3.0 4.6 0.6

KO 22.4 2.7 19.2 1.9 13 p	   ns 0.04 ns

WT 13 F	  

KO 13 p	  

WT 13 F	  

KO 13 p	  

n Genotype Stimulus
Genotype	  
x	  Stimulus

WT 51.1 1.6 33.7 1.7 13 F	   7.6 23.9 2.0

KO 44.0 2.7 34.4 2.3 13 p	   0.01 0.0001 ns

WT 16.1 1.3 7.3 1.0 13 F	   10.1 37.5 3.7

KO 10.4 1.3 5.8 0.7 13 p	   0.004 0.0001 ns

WT 21.3 1.7 18.8 1.8 13 F	   2.3 4.9 0.1

KO 24.8 2.2 23.0 2.1 13 p	   ns 0.04 ns

WT 13 F	  

KO 13 p	  

WT 13 F	  

KO 13 p	  

Cntnap2
N
ov
el
	  M

ou
se
	  P
re
fe
re
nc
e

GenotypeMeasure

3-‐
Ch

am
be

r

Novel Familiar

Mean SE Genotype

60.3 1.7 1.7
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