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Supplemental Table S1. Case Demographics for subjects with major depressive 

disorder (MDD). 

 

AAm, African American; C, Caucasian; CO, carbon monoxide; CVD, cardiovascular disease; ETOH, 
ethanol; F, female; Hx, history of alcohol abuse but not currently active; M, male; ND, no psychotropic 
medication detected; OD, drug overdose; PMI, postmortem interval (hours); SIGSW, self-inflicted gunshot 
wound; 

1
Psychotrophic prescriptions within last month; 

2
MDD in remission; 

 3
prescriptions for six days 

prior to death; *, samples present only in array sets for the dentate gyrus; **, samples present only  in 
array sets for CA1.  Table adopted from Duric et al. (2010). 
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Supplemental Table S2. Case Demographics of matched control subjects. 
 

 
 
AAm, African American; C, Caucasian; CVD, cardiovascular disease; F, female; M, male; ND, no 
psychotropic medication detected, PMI, postmortem interval (hours); *, samples present only in array sets 
for the dentate gyrus; **, samples present only  in array sets for CA1.  Table adopted from Duric et al. 
(2010). 
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Supplemental Table S3.  Human subject pairs and corresponding sample RNA 
integrity numbers (RIN) that were used in microarray analysis.  
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Supplemental Table S4.  Cofactorial analysis of genes of interest found in DG 

microarray data. 
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Supplemental Table S5.  Cofactorial analysis of genes of interest found in CA1 

microarray data. 
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Legend for Supplemental Tables 4 and 5: 

 

Gene    Gene Symbol  

Q-value (No Adjust) Unadjusted model (Q value) 

Q (ADT)   Controlling for antidepressant prescription (Q value) 

Q (CNS Dis)    Controlling for neurological disease (Q value) 

Q (pH)    Controlling for pH (Q value) 

Q (PMI)   Controlling for PMI (Q value) 

Q (Suicide)   Controlling for mode of death (Q value) 

Q (Age)   Controlling for age (Q value) 

Q (Sex)   Controlling for gender (Q value) 

A0S0    Control – non-suicidal (model-based mean estimate) 

A1S0    Depressed – non-suicidal (model-based mean estimate) 

A1S1    Depressed – suicidal (model-based mean estimate) 

Error Variance  Error variance of the model  

N. Significant   Number of significant (Q<.05) genes across entire array
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Supplemental Table S6.  Human subject samples used in qPCR analysis and names 

of the genes that were assessed in each subpopulation of DG and CA1 cohorts (n=5-6). 
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Supplemental Table S7.  Human primers used in qPCR analysis. 

Gene Forward Primer Reverse Primer 
 

GAPDH 

Cyclophilin 

HMBS 

B-Tubulin 

GLUR1 

GLUR3 

GLUR4 

HTR2C 

HTR4 

HTR7 

SNAP25 

ITGB1 

DLG2 

MAP1A 

MAP1B 

 

 

5’-cgggaaactgtggcgtgatgg-3’ 

5’-caaatcagaatgggacaggtggag-3’ 

5’-gcttcctcctggcttcaccatcg-3’ 

5’-cagggcttccagctgacccactc-3’ 

5’-cggaaaccctgtgacaccatgaag-3’ 

5’-catgaaatcagcggagccatctg-3’ 

5’-cactgggagtgtgggagagaatgg-3’ 

5’-caacacgacgtgcgtgctcaac-3’ 

5’-ctgggcaggtgtggactgctttc-3’ 

5’-ctgtgcgtgatcagcattgacagg-3’ 

5’-gccagcctgctcgtgtagtggac-3’ 

5’-gcctctgggctttacggaggaag-3’ 

5’-cagtgggctgccaagtcaaggac-3’ 

5’-cagtgccacccacacaccctttc-3’ 

5’-gtgtgaacttctctctgacgcccaatg-3’ 

 

 

5’-gccagtgagcttcccgttcagc-3’ 

5’-gtttgtgttgcggcctgcatttg-3’ 

5’-ctttctctgcagctgggctgctc-3’ 

5’-gtgagggcatgacgctgaaggtg-3’ 

5’-cgcccttgtcgtaccaccatttg-3’ 

5’-catggttgactccagcaggaagg-3’ 

5’-cgatgcaatgacagccaatcctg-3’ 

5’-ctcggtgtggccgtgcagtaac-3’ 

5’-cttcggtagcgctcatcatcacagc-3’ 

5’-gcggagagaagccagacggagag-3’ 

5’-gtgacggaggttcccgatgatgc-3’ 

5’-caacacgcccttcattgcacctg-3’ 

5’-cgggcacgttcctttctttccac-3’ 

5’-gcagcatcttctttgcccacacc-3’ 

5’-gccagtcacggactgagatggtg-3’ 
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Supplemental Table S8.  Rat primers used in in situ hybridization experiments.  T7 
polymerase-binding promoter sequence was added to o the 5’ end of the reverse primer 
(5’CCAAGCCTTCTAATACGACTCACTATAGGGAGA3’). 

 

Gene Forward Primer Reverse Primer 
 

SNAP25 

GLUR1 

GLUR3 

HTR4 

 

 

5’-cgaacaactggaacgcattgag-3’ 

5’-cgaaggtttgacaggaaatgtgc-3’ 

5’-gcagaagccttccgatacctgag-3’ 

5’-ctctgctgcatttccctggatag-3’ 

 

 

5’-gtttgttaccctgcggatgaagc-3’ 

5’-gtagccctcatagcggtcattgc-3’ 

5’-cggttctctgaggatgagctgtc-3’ 

5’-gtgatggcatagggcttgttgac-3’ 
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Supplemental Figure S1.  Two-dimentsional non-metric multi-dimensional scaling 

analysis from the DG samples on the basis of the genes in Supplemental Table 4.  
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Supplemental Figure S2.  Two-dimentsional non-metric multi-dimensional scaling 

analysis from the CA1 samples on the basis of the genes in Supplemental Table 5. 

 

 

 


