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Supplemental Materials 

Supplemental Table 1: 

 

Supplemental Table 1: Shared DEGs between rodent models of ADHD. Log fold change 

(LogFC) and p-value (pval) are provided according to dataset for each shared feature.  

Supplemental Table 2: 

GeneID 

NAC NASH Thy1 SST+ 

LogFC pval LogFC pval LogFC pval LogFC pval 

Pdp2     -2.420730 0.042987 3.338881 0.009832 

Sarm1     2.111405 0.017801 -1.845468 0.030381 

Sdad1     1.649952 0.026660 1.625073 0.015218 

Adamts18     -1.706969 0.042646 3.041956 0.009166 

Pmp22     4.430151 0.040220 4.937592 0.024196 

Zfp830     1.625787 0.026885 -2.049645 0.041922 

Gstm6     1.595802 0.020965 6.630842 0.003594 

Elfn2     -3.265432 0.034968 -3.035849 0.013661 

Magt1     -1.712458 0.040661 1.859119 0.023239 

Zfp708     -5.135497 0.020938 6.063252 0.010963 

GeneID 

HA PM SHR 

LogFC pval LogFC pval LogFC pval 

Slc14a2 1.866 <0.001   3.566 0.005 

Gm10654 -2.162 0.004 5.736 <0.001   

Crygn 1.873 <0.001 -2.129 0.020   

Dnah8 1.509 <0.001 2.518 <0.001   

Mfsd11   3.863 0.048 2.021 0.001 

Grk6   -4.192 0.027 -2.904 0.005 

Dlc1   2.426 0.043 -1.764 0.001 

Pappa2   1.790 <0.001 3.016 0.006 

Spag16   -1.985 0.001 1.735 0.004 

Sec1   1.841 0.040 2.874 0.002 

Pak3   1.747 0.005 -1.992 <0.001 

Eif1a   2.552 0.030 -3.290 <0.001 

Atp2c1   4.114 0.031 -1.510 0.008 

Xlr4a   3.250 0.015 1.626 0.001 

Fsd1l   1.856 0.023 2.016 0.006 



Plk4     -1.826162 0.045809 -2.132174 0.016597 

Amt   4.088529 0.030155 -2.149662 0.013374   

Nfrkb   4.305203 0.011820 1.559140 0.013653   

Wfs1   2.686130 0.018133 1.734318 0.012941   

Nell2   2.549436 0.004724   6.506929 0.002087 

Csf1   4.193460 0.022863   -2.489576 0.033475 

Kif13a   4.801661 0.002134   -2.692829 0.027531 

Ptk2b   1.775725 0.028022   4.227629 0.032790 

Plpp3   3.133266 0.013331   2.164576 0.014611 

Anxa6 5.001307 0.002358 4.342207 0.002588     

Apbb1 3.527682 0.035331 2.235540 0.030930     

Apln 2.617822 0.008901 -2.580364 0.041696     

Atp5f1b 1.966721 0.023468 2.088489 0.001334     

Kcnt1 3.131810 0.029139 3.131810 0.029139     

Ndufv2 2.113409 0.036065 2.113409 0.036065     

Nxf1 2.723441 0.023381 4.584582 0.012135     

Phactr3 2.306516 0.004291 2.153086 0.011864     

Rpl11 1.998366 0.019249 2.701221 0.047556     

Rpl6 2.296218 0.014633 3.734013 0.010919     

Rpl9-ps30 2.013965 0.030541 3.019684 0.034448     

Sf3b1 2.836162 0.003054 3.394069 0.015738     

Tubb4b 2.280302 0.018127 3.770084 0.030077     

Ube2m 1.532321 0.028699 1.650471 0.027337     

Ndrg1 4.012304 0.046714     4.594316 0.016757 

Pus3 4.651832 0.004731     2.970778 0.036938 

Supplemental Table 2: Shared DEGs between rodent models of ND. Log fold change (LogFC) 

and p-value (pval) are provided according to dataset for each shared feature. 

Supplemental Table 3: 

Pathway 

ID 

Description HA PM SHR NAC NASH SST+ THY1 

Fold 

Enrich 

Supp. Fold 

Enrich 

Supp. Fold 

Enrich 

Supp. Fold 

Enrich 

Supp. Fold 

Enrich 

Supp. Fold 

Enrich 

Supp. Fold 

Enrich 

Supp. 

R-HSA-

5673001 

RAF/MAP kinase 

cascade 

  

2.32 0.011 3.541 0.047 

  

2.3058 0.0431 

  

1.107 0.011 

R-HSA-

5684996 

MAPK1/MAPK3 

signaling 

  

2.269 0.011 3.463 0.047 

  

2.2549 0.0431 

  

1.203 0.011 

R-HSA-

112315 

Transmission across 

Chemical Synapses 

  

5.142 0.011 3.924 0.016 

  

1.9543 0.0122 

  

1.908 0.011 

R-HSA-

1169091 

Activation of NF-

kappaB in B cells 

        

3.7694 0.08 0.604 0.008 0.977 0.032 



R-HSA-

2871837 

FCERI mediated 

NF-kB activation 

        

2.3384 0.0649 1.125 0.008 0.909 0.021 

R-HSA-

5607761 

Dectin-1 mediated 

noncanonical NF-kB 

signaling 

        

4.6553 0.0862 0.653 0.008 1.055 0.032 

R-HSA-

5676590 

NIK-->noncanonical 

NF-kB signaling 

        

4.892 0.08 0.686 0.008 1.109 0.032 

R-HSA-

446652 

Interleukin-1 family 

signaling 

        

2.1504 0.0671 0.536 0.008 1.3 0.016 

R-HSA-

9020702 

Interleukin-1 

signaling 

        

2.8735 0.0677 0.717 0.008 1.158 0.021 

R-HSA-

442755 

Activation of NMDA 

receptors and 

postsynaptic events 

      

1.634 0.005 2.4711 0.0122 

  

2.241 0.005 

R-HSA-

438064 

Post NMDA receptor 

activation events 

      

1.924 0.005 2.9096 0.0122 

  

2.111 0.011 

hsa05030 Cocaine addiction 

      

5.077 0.005 3.0705 0.0061 

  

2.088 0.021 

hsa04720 Long-term 

potentiation 

      

5.423 0.015 

    

1.487 0.005 

hsa04722 Neurotrophin 

signaling pathway 

      

2.022 0.005 

    

1.109 0.016 

hsa04728 Dopaminergic 

synapse 

      

2.774 0.005 

    

2.029 0.059 

hsa05031 Amphetamine 

addiction 

      

7.23 0.005 

    

1.983 0.016 

hsa04068 FoxO signaling 

pathway 

2.1349 0.028 

    

1.879 0.026 

    

2.061 0.043 

R-HSA-

112314 

Neurotransmitter 

receptors and 

postsynaptic signal 

transmission 

  

7.052 0.011 5.382 0.016 

        

hsa04550 Signaling pathways 

regulating 

pluripotency of stem 

cells 

1.923 0.006 4.376 0.011 

          

R-HSA-

373752 

Netrin-1 signaling 5.7689 0.006 13.129 0.011 

          

hsa04152 AMPK signaling 

pathway 

2.2785 0.006 

          

1.3746 0.005 

hsa04657 IL-17 signaling 

pathway 

1.5063 0.006 

          

0.3635 0.005 

R-HSA-

451927 

Interleukin-2 family 

signaling 

3.0811 0.006 

  

10.703 0.016 

        

R-HSA-

512988 

Interleukin-3, 

Interleukin-5 and 

GM-CSF signaling 

3.0811 0.006 

  

10.703 0.016 

        

R-HSA-

912526 

Interleukin receptor 

SHC signaling 

5.021 0.006 

  

17.442 0.016 

        

Supplemental Table 3: Pathways shared between three rodent models of ADHD and/or at least 

one rodent model of ND. 

Differential gene expression and pathway enrichment analysis data available upon request.   


