
genes 1 2 3 4 5 6 7 8 9 10 11 12 13 14 15 sum

GPHN + + 2

SPTBN1 + + 2

COPS5 + + 2

CR1 + + 2

MRPL15 + + 2

NDUFA10 + + 2

NDUFS3 + + 2

PSMA1 + + 2

PSMB2 + + 2

TREM2 + + 2

CDS1 + 1

DDX19A + 1

GFR α2 + 1

KLF8 + 1

NDRG2 + 1

TSC22D4 + 1

Aars + 1

ADAM23 + 1

ADAM28 + 1

ADORA3 + 1

ADSL + 1

AMD1 + 1

APBB1IP + 1

Aplp2 + 1

APOE + 1

APP + 1

ARPC1A + 1

ATP5J + 1

BBX + 1

BIN1 + 1

C3AR1 + 1

CALCA + 1

CARD8 + 1

CASP6 + 1

CCK + 1

CCT3 + 1

CD33 + 1

CD68 + 1

CD84 + 1

CDH1 + 1

CDK2 + 1

CORO1B + 1

COX7B + 1

Cul3 + 1

CYBB + 1

Dapk1 + 1

Dhcr24 + 1

DLD + 1

DMP2 + 1



DOCK2 + 1

DOCK8 + 1

Dvli + 1

EFCAB6 + 1

Egr1 + 1

F7 + 1

FGF + 1

FYB + 1

GGA3 + 1

GHITM + 1

GLS2 + 1

GLUD1 + 1

Gnaq + 1

GSTT1 + 1

Hox9 + 1

HUNK + 1

IL10 + 1

IL1RL1 + 1

IMP4 + 1

INFAR2 + 1

ITGAM + 1

ITSN1 + 1

JAK2 + 1

KDMSD + 1

LARGE + 1

LIMA1 + 1

MAST1 + 1

MDH2 + 1

MEF2C + 1

METTL9 + 1

miR-1229 + 1

miR570 + 1

miR-6821 + 1

miR-7 + 1

MMADHC + 1

MTX2 + 1

NCKAP1L + 1

Ncor2 + 1

NDUFA9 + 1

NDUFAB1 + 1

NDUFB3 + 1

NDUFV1 + 1

NDUFV2 + 1

NETO1 + 1

Nfe2l1 + 1

NFKBIA + 1

NINJ1 + 1

NME1 + 1

NOVA1 + 1

OR7A5 + 1



OXSR1 + 1

PAK3 + 1

PALLD + 1

Pbx1 + 1

Pdcd4 + 1

Pdcd6 + 1

Pdrx1 + 1

PICALM + 1

PITRM1 + 1

PLCG2 + 1

PLCH2 + 1

PLD3 + 1

PLXNB2 + 1

PPP1CA + 1

Ppt1 + 1

Prkdc + 1

Prop1 + 1

PSEN1 + 1

PSEN2 + 1

PSMB1 + 1

PSMB3 + 1

PSMB4 + 1

PSMB7 + 1

PSMD14 + 1

PSMD4 + 1

PTMA + 1

PTPRC + 1

RAB2A + 1

Raf1 + 1

Rb1 + 1

RCP9 + 1

RHOA + 1

RIPK3 + 1

RPL15 + 1

RPS4Y1 + 1

RWDD2A + 1

SAD1 + 1

SECISBP21 + 1

SEMA4C + 1

SLC24A3 + 1

SLC2A4RG + 1

Smarca24 + 1

Sp3 + 1

STAT5A + 1

STX16 + 1

SUCLG1 + 1

Syn2 + 1

SYN3 + 1

TAC1 + 1

TBXAS1 + 1



THRA + 1

THYN1 + 1

Tia1 + 1

TLR4 + 1

TPP/p25 + 1

TREM + 1

TTN + 1

TUBB + 1

TUBB3 + 1

UGP2 + 1

Unc5b + 1

UQCR10 + 1

UQCRFS1 + 1

Usf2 + 1

USO1 + 1

VCL + 1

Vdac1 + 1

WNK1 + 1

YY2 + 1

7. Determining the Molecular Pathways Underlying the Protective Effect of Non-Steroidal 

Anti-Inflammatory Drugs for Alzheimer's Disease: A Bioinformatics Approach. (2016), 

Alejo J Nevado-Holgado, Simon Levestone

8. Integrating network, sequence and functional features using machine learning approaches 

towards identification of novel Alzheimer genes (2016), Salma Jamal, Sukriti Goval, 

Asheesh Shanker, Abhinav Grover

1. Brain in situ hybridization maps as a source for reverse-engineering transcriptional 

regulatory networks: Alzheimer's disease insights (2016), George K Acquaah-Mensah, 

Ronald C Taylor

2. Co-expression network-based analysis of hippocampal expression data associated with 

Alzheimer's disease using a novel algorithm. (2016), Hong Yue, Bo Yang, Fang Yang, Xiao-

Li Hu, Ran-Bin Kong

3. Sex differences in metabolic aging of the brain: insights into female susceptibility to 

Alzheimer's disease. (2016), Liqin Zhao, Zisu Mao, Sarah K Woody, Roberta D Brinton

4. Machine learning techniques to discover genes with potential prognosis role in 

Alzheimer’s disease using different biological sources (2016), Maria Martinez-Ballesteros, 

José M Garcia-Heredia, Isabel A Nepomuceno-Chamorro

5. Analysis of Alzheimer's disease severity across brain regions by topological analysis of 

gene co-expression networks (2010), Monika Ray, Weixiong Zhang

6. Insights into TREM2 biology by network analysis of human brain gene expression data 

(2013), Paola Forabosco, Adaikalavan Ramasamy, Daniah Trabzuni, Robert Walker, Colin 

Smith, Jose Bras, Adam P Levine, John Hardy, Jennifer M Pocock, Rita Guerreio, Michael 

E Weale, Mina Ryten



13. Analysis of Differentially Expressed Genes Associated with Alzheimer's Disease Based 

on Bioinformatics Methods (2015), Bo Feng, Peng Hu, Jinbo Chen, Qingxin Liu, Xizhi Li, 

Yifeng Du

14. Potential hippocampal genes and pathways involved in Alzheimer’s disease: A 

bioinformatic analysis (2015), L Zhang, X Q Guo, J F Chu, X Zhang, Z R Yan, Y Z Li

15. Identification of Differentially Expressed Genes through Integrated Study of 

Alzheimer’s Disease Affected Brain Regions (2016), Nisha Puthiyedth, Carlos Riveros, 

Regina Berretta, Pablo Moscato

9. Network-based analysis of genetic variants associated with hippocampal volume in 

Alzheimer’s disease: a study of ADNI cohorts (2016), Ailin Song, Jingwen Yan, Sungeun 

Kim, Shannon Leigh Risacher, Aaron K Wong, Andrew J Saykin, Li Shen, Casey S Greene

10. Mathematical model on Alzheimer's disease (2016), Wenrui Hao, Avner Friedman

11. Integrative network analysis of nineteen brain regions identifies molecular signatures 

and networks underlying selective regional vulnerability to Alzheimer's disease (2016), 

Minghui Wang, Panos Roussos, Andrew McKenzie, Xianxiao Zhou, Yuji Kajiwara, 

Kristen J Brennand, Gabriele C De Luca, John F Crary, Patrizia Casaccia, Joseph D 

Buxbaum, Michelle Ehrlich, Sam Gandy, Alison Goate, Pavel Katsel, Eric Schadt, Vahram 

Haroutunian, Bin Zhang

12. Identification of Biomarkers Associated with Alzheimer's Disease by Bioinformatics 

Analysis(2016), Yanxin Zhao, Wei Tan, Wenhua Sheng, Xiaohong Li
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