Supplementary Table 7. Full data for rostral periaqueductal grey (RPAG) functional connectivity.
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Brain Region Wild-type (+/+) Myshkin (Myk/+)
mean SEM mean SEM
Caudal Motor (CMCTX) 0.76 + 0.05 0.46 + 0.06
Rostral Motor (RMCTX) 1.00 + 0.05 0.59 + 0.05
Frontal Cortex (FCTX) 0.93 + 0.05 0.81 + 0.10
Rostral Ventromedial Striatum (RVMStr) 0.90 + 0.07 0.61 + 0.04
Rostral Dorsolateral Striatum (RDLStr) 0.88 + 0.08 0.31* + 0.03
Rostral Dorsomedial Striatum (RDMStr) 0.88 + 0.07 0.55 + 0.07

+ +

Rostral Ventrolateral Striatum iRVLStri 0.63 0.05 1.26 0.09
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1.57 + 012
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1.74 + 0.06
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Data shown as the mean + SEM of the VIP statistic as determined through PLSR analysis. Bold denotes
significant functional connection with the defined seed region in given experimental group (95% CI
VIP>0.80). *denotes P < 0.05 significant difference in VIP statistic between genotypes (1000 random
permutations). Red highlights regions showing increased and blue decreased functional connectivity with
the given seed brain region in Myshkin (Myk/+) mice relative to wild-type (+/+) controls.




