Supplementary Figure Legends
Fig. S1 Representative electropherograms of mice genotype in order to obtain neuron-specific
CDK5RAP3 knockout mice. 

Fig. S2 Heatmaps of representative DEGs associated with the Glu & GABA system (A), lysosome 
(B) and inflammation (C) were screened from RNAseq analysis for WT and CKO mice (n=3 
mice/group).

Fig. S3  WB analysis of CDK5RAP3, p-IRE1α, GRP78, RPN1 and ALG2 proteins in the MEFs 
that were treated with 3μM Thapsigargin (TG) for 8 hours (n=3). Statistical significance was 
determined by unpaired, two-tailed Student’s t test. *p < 0.05, **p < 0.01. 

[bookmark: OLE_LINK1]Fig. S4  Heatmaps of representative DEGs associated with the Ufmylation system (A), and the genes also were measured by RT-qPCR (n=3 mice/group). Statistical significance was determined by unpaired, two-tailed Student’s t test. **p < 0.01. 

Fig. S5 RT-qPCR analysis of representative genes associated with UPR system (A), ERAD (B) and  
Cell death (C) (n=3 mice/group). Statistical significance was determined by unpaired, two-tailed 
Student’s t test. *p < 0.05, **p < 0.01. 

Fig. S6 Co-immunoprecipitation (co-IP) of CDK5RAP3 and RPN1 in the normal brain tissue from WT mice (A). Western blot analysis of Ufm1 (B) and Ubiquitin (C) levels in MEFs (n=3).

Fig. S7 Representative image of negative control staining in the brain tissue (without primary antibody). 



