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Abstract 

Background: Antidepressants have variable therapeutic effects, depending on genetic and 

environmental factors. Approximately 30% of major depressive disorder (MDD) patients do not 

respond significantly to antidepressants such as Paroxetine, a selective serotonin reuptake inhibitor 

(SSRI). However, the biological mechanisms behind this phenomenon are mostly unknown. Here 

we examined the role of patients’ epigenetic background in SSRI effectiveness. Methods: Genome-

wide DNA methylation analysis of the peripheral blood of Japanese MDD patients was performed 

by using the Infinium HumanMethylation450 BeadChip. Results: We compared the results of the 

10 patients who best responded to Paroxetine (BR) with the 10 worst responders (WR), and found 

623 CpG sites with a >10% difference in DNA methylation level. Among them, 218 sites were 

nominally significant between BR and WR (p < 0.05), and 2 sites (cg00594917 and cg07260927) 

were significantly different after False Discovery Rate (FDR) correction (q < 0.05). The methylation 

difference was greatest at cg00594917, located in the first exon of the PPFIA4 gene, which codes 

for Liprin-α (p=0.00012). Hierarchical cluster analysis of 23 CpG sites in the PPFIA4 gene 

distinguished BR and WR except for 1 WR patient. The cg07260927 site was located in the 5’UTR 

of the Heparin sulfate-glucosamine 3-sulfotransferase 1 (HS3ST1) gene (p=0.00013). Hierarchical 

cluster analysis of 28 CpG sites in HS3ST1 distinguished BR and WR except for 1 WR and 2 BR 

patients. Conclusion: Our results suggest that patients’ DNA methylation profile at specific genes 

such as PPFIA4 and HS3ST1 is associated with individual variations in therapeutic responses to 
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Paroxetine. 

 

Introduction 

Major depressive disorder (MDD) is a serious health problem and global burden on society [1, 2]. 

The lifetime prevalence of MDD in Japan is estimated to be 6.5% [3]. Selective serotonin re-uptake 

inhibitors (SSRIs) such as Paroxetine do not affect 30% of MDD patients [4]. This low efficacy is 

explained in part by inter-individual genetic differences [5]. Candidate genes responsible for the 

pharmacological effectiveness of SSRIs include serotonergic pathway components, because SSRIs 

block the serotonin transporter (5-HTT) at its first step of action. 5-HTT has several functional 

polymorphisms, including the 5-HTT linked promoter region (5-HTT LPR) and 5-HTT variable 

number tandem repeat, located in the upstream regulatory region and the second intron, respectively 

[6, 7]. We previously reported that 5-HTT LPR and rs25531, a functional polymorphism near 5-HTT 

LPR, are associated with the variability of the clinical response to SSRIs [8, 9]. 

DNA methylation is considered to be an essential epigenetic mechanism for regulating gene 

expression [10]. Methylation of the brain-derived neurotrophic factor (BDNF) gene is a candidate 

epigenetic biomarker for diagnosing depression disorder [11]. Likewise, hypermethylation of the 

serotonin transporter gene (SLC6A4) is a candidate biomarker for bipolar disorder based on a study 

using discordant monozygotic twins [12]. Besides these studies, in which DNA methylation was 

taken advantage for prognosis of psychiatric disorders, Domschke and Powell were also interested 
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in DNA methylation for prediction of clinical response of antidepressants [13, 14]. 

Although reports have suggested that fluctuations in DNA methylation regulate the pathogenesis 

of psychiatric disorders, little is known about the biological mechanism by which antidepressants 

combat MDD, especially the role of DNA methylation. Here, using the blood of Japanese MDD 

patients who received Paroxetine for their routine treatment, we performed a comprehensive DNA 

methylation analysis and compared patients who responded well to the drug to those who did not. 

 

Materials and methods 

Subjects and treatment 

Sixty-eight MDD patients who were receiving Paroxetine treatment through Kansai Medical 

University Hospital were subjects in this study. These patients had participated in another 

pharmacogenomic study conducted by Kato et al. [15], and the same blood specimens were used in 

the present study. This study was approved by the ethical committees of Hyogo University of Health 

Sciences and Kansai Medical University, and was performed in accordance with the Declaration of 

Helsinki. Written informed consent was obtained after a detailed explanation of the study. The 

diagnosis of major depression was confirmed by the Structured Clinical Interview for DSM-IV Axis 

I Disorders (SCID-I). Any subject 1) with a clinically significant unstable medical illness, 2) with 

pregnancy, 3) in whom a principle psychiatric disorder other than major depression was diagnosed, 

4) with a history of substance abuse or dependence active within the previous 6 months except for 
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nicotine dependence, or 5) treated with electroconvulsive therapy within the previous 6 months, was 

excluded. MDD was diagnosed by two independent senior psychiatrists and confirmed by a third 

psychiatrist, blind to the previous evaluations. 

The psychological and physiological conditions of the patients were evaluated by the 21-item 

Hamilton Rating Scale for Depression (HAM-D21) [16]. The HAM-D21 assessment was performed 

before (baseline) and 2, 4, and 6 weeks after Paroxetine administration. The trained senior 

psychiatrists who evaluated the scores were all blind to the genetic data of this study. The patients 

were confirmed to be drug-free. Patients taking antidepressants were ordered to undergo a ten-day 

washout period. Paroxetine was administered at an initial dose of 20 mg/day, and increased to a 

therapeutic dose of up to 40 mg/day. The increasing dosage of Paroxetine started on day 8 or 11 and 

continued until the end of trial. During the experimental term, concomitant psychotropic drugs were 

not allowed, except for sleep-inducing hypnotic agents (equivalent doses to Diazepam 3.67 ± 4.11 

mg/day) at bedtime. The percent improvement in HAM-D scores was calculated using the equation: 

[(baseline score – score at week 6) × 100 / baseline score]. Among the 68 patients, the 10 who showed 

the greatest improvement in HAM-D score were defined as best responders (BR), and the 10 who 

showed the least improvement were defined as worst responders (WR). 

 

Genomic DNA extraction and methylation analysis 

Genomic DNA was extracted from the patients' peripheral leukocytes using the QIAamp Blood 
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Kit according to the manufacturer’s instructions (Qiagen, Tokyo, Japan). The DNA methylation 

levels were evaluated using the Illumina Infinium HumanMethylation450 BeadChip (HM450) 

(Illumina, Tokyo, Japan). HM450 interrogates 485,764 CpG sites covering 99% of the Reference 

Sequence database genes, with an average of 17 CpG sites per each gene. In general, the methylated 

sites are mapped across the promoter region, 5’UTR, first exon, open reading frame, and 3’UTR of 

each gene. HM450 also includes 96% of the CpG Islands (CGI) that are registered in the University 

of California Santa Cruz (UCSC) database, with additional coverage of the CGI shores (0-2 kb from 

the CGI) and CGI shelves (2-4 kb from the CGI). Detailed information about HM450 is available in 

the HM450 User Guide, from the Illumina Corporation. (www.illumina.com).  

The DNA methylation data were analyzed using IBM SPSS Statistics 22.0 software. The DNA 

methylation level of individual CpG sites was calculated using the equation: [signal from a 

methylated probe / (signal from a methylated probe + signal from its unmethylated counterpart)]. 

This calculated value, known as β, ranges from 0 (completely unmethylated) to 1 (fully methylated). 

Nakamura, Yuen, and Córdova-Palomera proposed that a difference in methylation between 2 groups 

is significant if it is more than 10% [17-19]. We adopted this assumption in the present study, setting 

a threshold at 10%; that is, a difference in β between BR and WR (Δβ) above 10% (|Δβ| ≥ 0.1) was 

defined as a significant difference. The CpG sites on the X and Y chromosomes, polymorphisms 

within 10 bp of the target CpG site, and sites of poor quality data (signal intensity of the output raw 

data from genome-wide methylation analysis using HM450 < 500) were excluded. 

http://www.illumina/
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Statistical analysis 

The ages, baseline HAM-D21 scores, percent improvement in HAM-D21 scores, methylation 

levels of each site, and Paroxetine dosage after six weeks of medication between the BR and WR 

groups were evaluated by independent t-tests. A chi-square test was used to analyze the significant 

differences in sex. Significance was set at p < 0.05. For the multiple testing correction via the False 

Discovery Rate (FDR) [20], the threshold was set at q < 0.05. Hierarchical cluster analyses were 

performed using IBM SPSS Statistics 22.0 software. 

 

Results 

Patient demographics 

The patient characteristics are shown in Table 1. No significant differences were found for age, 

sex, HAM-D21 baseline score, or Paroxetine dosage after six weeks of medication between the BR 

and WR groups. A significant difference was only found for the percent improvement in HAM-D21 

score after 6 weeks Paroxetine treatment (p < 0.001). All BR achieved remission, while no WR 

remitted. 

 

Comparative analysis of DNA methylation profiles 

DNA methylation analysis using HM450 revealed 623 differentially methylated sites (|Δβ| ≥ 0.1). 
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Among them, 218 sites were nominally significant between the BR and WR groups (p < 0.05). We 

placed the P values of the 218 CpG sites in ascending order, and focused on the 10 sites with the 

lowest P values (Top10). The P values for Top10 ranged from 0.000124 to 0.00152. Seven of the 

Top10 sites were located in intragenic regions (including the gene body or its regulatory region) and 

three were in intergenic regions (Table 2). 

 

Hierarchical cluster analysis of the Top10 sites 

We conducted a hierarchical cluster analysis of the Top10 sites (Fig. 1). The results were expressed 

as a heat map indicating the methylation level of each CpG site, and as a dendrogram (Fig. 1, left). 

The dendrogram in Fig. 1 clearly indicated that the BR and WR groups were distinguished from each 

other by the Top10 methylation levels, except for 2 BR patients. 

 

Hierarchical cluster analysis of the PPFIA4 and HS3ST1 genes 

Among the Top10 sites, two (cg00594917 and cg07260927) showed statistical significance even 

after FDR correction (q < 0.05), so we analyzed them further. The difference in methylation level 

was the most significant at cg00594917, located in the first exon of the PPFIA4 gene, which codes 

for Liprin-α (p=0.00012). The second site, cg07260927, was located in the 5’UTR of the Heparin 

sulfate-glucosamine 3-sulfotransferase 1 (HS3ST1) gene (p=0.00013). 

We next examined the association between the clinical response to Paroxetine and the methylation 
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levels of the above 2 genes (PPFIA4 and HS3ST1) by hierarchical cluster analyses (Fig. 2 and 3). 

Fig. 2 shows that the methylation state of 23 CpG sites in the PPFIA4 gene distinguished the BR and 

WR groups except for one WR patient. Similarly, the methylation of 28 CpG sites in the HS3ST1 

gene distinguished the two groups except for one WR and two BR patients (Fig. 3).  

Next, we performed independent t-tests to analyze the difference in the methylation ratio at 

individual CpG sites of PPFIA4. The methylation rates of 6 of the 23 CpG sites in PPFIA4 were 

statistically significant (p < 0.05) between the BR and WR groups (6 stars above the heat map in Fig. 

2). At all 6 of these sites (one site was in the first exon and 5 were in the gene body), the methylation 

levels of the WR group were higher than those of the BR group. From upstream to downstream, the 

Δβ values of the 6 starred sites were 10.5%, 3.5%, 1.3%, 5.8%, 3.8% and 15.3%, respectively.  

We conducted a similar analysis for the HS3ST1 gene. The methylation rates of 5 of the 28 CpG 

sites in HS3ST1 were statistically significant (p < 0.05) between the two groups (5 stars above the 

heat map in Fig. 3). In 4 of the 5 sites (one in TSS200 in the downstream region and 3 in the 5’UTR), 

the methylation levels of the WR group were higher than those of the BR group. From upstream to 

downstream, the Δβ values of the 5 starred sites were -1.8%, 0.9%, 4.3%, 4.6% and 14.3%, 

respectively. 

 

Discussion and Conclusion 

In the present study, we conducted comprehensive DNA methylation analyses to investigate the 
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correlation between clinical response to Paroxetine and DNA methylation levels. A total of 623 CpG 

sites showed more than a 10% difference in DNA methylation between the BR and WR groups. 

Among these 623 sites, 218 were nominally significant between the two groups (p < 0.05), and the 

Top10 sites were selected based on the 10 lowest P values. Hierarchical cluster analyses based on 

the individual patients’ methylation levels distinguished the two groups from each other. After FDR 

correction, two CpG sites (cg00594917 and cg07260927) showed statistical significance; they were 

also the top 1 and 2 sites among the Top10 (Table 2). 

Liprin-α, the product of the PPFIA4 gene, is related to neural signal transmission. Previous reports 

showed that 1) Liprin-α is critical for proper neural transmission at the presynaptic nerve terminal 

[21], 2) Liprin-α can interact with the glutamate receptor interacting protein (GRIP) [22], and 3) 

muscarinic acetylcholine receptor-dependent long-term depression involves interactions between 

Liprin-α and GRIP [23]. This information is compatible with the possibility that the PPFIA4 gene, 

which contains the cg00594917 site, affects Paroxetine’s pharmacological effect on MDD patients. 

Since 23 CpG sites were mapped to the PPFIA4 gene, we focused on these sites for further analysis.  

By hierarchical cluster analysis of these sites, the BR and WR groups were almost completely 

distinguished (Fig. 2). Interestingly, higher methylation levels were indicated in the WR group than 

the BR group at all 6 significant sites. Five of the 6 sites were located in the gene body of PPFIA4. 

In general, the DNA methylation of a promoter region is considered to be critical for gene expression; 

however, some reports suggest that methylation of the gene body also plays a role in controlling gene 
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expression [24, 25]. Therefore, a difference in the methylation level of the PPFIA4 gene body may 

affect a patient’s therapeutic response to Paroxetine. 

The other site, cg07260927, was located in the 5’UTR of the HS3ST1 gene. This gene encodes a 

member of the heparin sulfate biosynthetic enzyme family; it possesses heparin sulfate conversion 

activity and is a rate-limiting enzyme for heparin biosynthesis [26, 27]. We also conducted the 

hierarchic cluster analysis for 28 CpG sites in HS3ST1 mapped in HM450. As shown in Fig. 3, this 

analysis distinguished the BR and WR groups except for 1 WR and 2 BR patients. To our knowledge, 

there is no concrete evidence that HS3ST1 can affect the pharmacological effects of Paroxetine or 

its interaction with neural network elements. However, our results suggest some hidden potential of 

this gene; specifically, the methylation of the CpG sites in HS3ST1 might affect the onset or 

progression of MDD as well as the therapeutic effect of Paroxetine on MDD patients. 

Among the other genes listed in Table 2, several studies suggest that, like PPFIA4, ATP binding 

cassette subfamily A member 13 (ABCA13) and MicroRNA 659 (miR-659) are related to central 

nervous system (CNS) diseases. ABCA13, a member of the ABC superfamily, has been identified 

as a cause of cytogenetic abnormality. Furthermore, rare coding variants of ABCA13 are responsible 

for schizophrenia, bipolar disorder, and depression [28].  

MiR-659 is reported to bind the mRNA of progranulin (GRN), which is related to frontotemporal 

dementia (FTLD-U). A common genetic variant (rs5848), located in the 3’UTR of GRN in a binding-

site for miR-659, significantly increases the risk of developing FTLD-U via a suppressed translation 
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of GRN [29]. These findings support the possibility that the methylation of ABCA13 and miR659 

could affect the clinical response to Paroxetine. 

The biological functions of the other genes listed in Table 2, LEMD2, PAX8, and ELL2, have also 

been reported. The LEM domain containing 2 (LEMD2) gene encodes a nuclear membrane protein 

that is critical for nuclear envelope formation [30]. The Paired box 8 (PAX8) gene, a member of the 

PAX family, is a transcription factor that is important for multicellular organism development [31, 

32]. RNA polymerase II, 2 (ELL2) is a transcription elongation factor that directs immunoglobulin 

secretion in plasma cells by stimulating altered RNA processing [33]. 

The Top10 methylation sites in Table 2 can be divided into three groups. First, three genes 

(PPFIA4, ABCA13, and miR-659) form a group for which it is easy to ascertain their possible 

connection to the neural physiology of MDD patients. The second group consists of genes (HS3ST1, 

LEMD2, PAX8, and ELL2) for which we have little information about their physiological 

connection to the pharmacological effects of Paroxetine in MDD patients. The third group includes 

three methylation sites on inter-genetic regions or sites not registered as an identified gene. In this 

study, our hierarchical cluster analysis indicated that some methylation sites on PPFIA4 and HS3ST1 

could be important for explaining the inter-individual differences of Paroxetine efficacy. However, 

we note that the results obtained here were almost all based on computational methodologies. Thus, 

further “wet” experiments are needed to confirm that the methylation of these genes is key to the 

pharmacological effect of Paroxetine.    
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There are several limitations in the present study. 1) The sample size was 10 each for the BR and 

WR groups. Further studies with a larger sample size are needed to confirm these findings. 2) HM450 

was the ideal tool for the purpose of this study; however, the chip does not cover every CpG site in 

the genomic DNA. 3) We used DNA samples prepared from patients’ peripheral blood; notably, 

however, several studies have reported that the DNA methylation patterns are highly correlated 

between the blood and brain [34]. 4) The BR and WR were defined as the percent improvement in 

HAM-D scores only, while other clinical symptoms not considered in this study may be relevant, 

such as the number of failed trials of other antidepressants and the presence or absence of individual 

residual symptoms after Paroxetine treatment. Even though we lack experimental evidence, we think 

it is likely that the DNA methylation of the peripheral blood of our patients closely reflected its 

counterpart DNA in the brain. 

In conclusion, we revealed that DNA methylation of the PPFIA4 and HS3ST1 genes is associated 

with the therapeutic responses of MDD patients to Paroxetine. To our knowledge, this is the first 

study to reveal a connection between DNA methylation and the pharmacological effects of 

Paroxetine. 

 

Acknowledgements 

We wish to acknowledge the late Professor Junichi Azuma. We also thank Dr. Takashi Ito and Dr. 

Gaku Okugawa for discussions.  



14 

 

This study was supported by a Grant-in-Aid for Scientific Research (KAKENHI) from the Japan 

Society for the Promotion of Science (JSPS). 

 

Disclosure Statement 

The authors declare no conflict of interest. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



15 

 

Figure legends 

Fig. 1. Hierarchical cluster analysis for the Top10 methylation sites 

Hierarchical cluster analysis for the Top10 methylation sites shown in Table 2 was conducted. At the 

top of the heat map, 10 methylation sites are indicated by their RefGene-Name (UCSC). IG1, IG2, 

and IG3 stand for InterGenic regions 1, 2, and 3, respectively. IG1 refers to Probe ID cg01056004; 

IG2 to Probe ID cg17611235, and IG3 to Probe ID cg12765123. The methylation levels of each gene 

are depicted by a pseudo color scale. The dendrogram at left almost divided the 20 patients into two 

groups. The upper part (above the horizontal line) corresponds to the BR group and the lower part 

(below the horizontal line) corresponds to the WR group, with two exceptions belonging to the BR 

group. 

 

Fig. 2. Hierarchical cluster analysis of the PPFIA4 gene 

Hierarchical cluster analysis of the 23 CpG sites in the PPFIA4 gene was conducted. The meanings 

of TSS1500, TSS200, 1st exon, and 3’UTR are shown in the legend for Table 2. Stars () indicate 

CpG sites whose P values showed statistical significance by an independent t-test (see text for 

details). The dagger (†) indicates the site of cg00594917, shown in Table 2. The methylation levels 

of each site are depicted by a pseudo color scale. The dendrogram at left almost divided the 20 

patients into two groups. The upper part (above the horizontal line) corresponds to the BR group 

with one exception belonging to the WR group, and the lower part (below the horizontal line) 
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corresponds to the WR group.  

 

Fig. 3. Hierarchical cluster analysis of the HS3ST1 gene 

Hierarchical cluster analysis of the 28 CpG sites in the HS3ST1 gene was conducted. The meanings 

of TSS1500, TSS200, 1st exon, 5’UTR, and gene body are shown in the legend for Table 2. Stars 

() indicate CpG sites whose P values showed statistical significance by an independent t-test (see 

text for details). The dagger (†) indicates the site of cg07260927, shown in Table 2. The methylation 

levels of each site are depicted by a pseudo color scale. The dendrogram at left almost divided the 

20 patients into two groups. The upper part (above the horizontal line) corresponds to the BR group 

with one exception belonging to the WR group, and the lower part (below the horizontal line) 

corresponds to the WR group with two exceptions belonging to the BR group. 
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Table 1  Patient characteristics 

Characteristic BR (n = 10) WR (n = 10) P value 

Age (years: Mean ± SD) 52.7 ± 18.5 47.0 ± 11.0 0.413 

Sex (Male/Female) 5/5 2/8 0.160 

HAM-D baseline score (Mean ± SD) 21.0 ± 6.00 22.9 ± 5.51 0.47 

Improvement in HAM-D score (%: Mean ± SD) 95.2 ± 4.77 27.7 ± 22.3 < 0.001 

Dosage after six weeks of medication (mg: Mean ± SD) 24.4 ± 5.27 30.0 ± 6.67 0.062 

HAM-D: Hamilton depression rating scale, BR: Best responders, WR: Worst responders 
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Table 2 Top10 ranking of differentially methylated CpG sites between BR and WR 

Probe ID RefGene-Name 

(UCSC) 

RefGene-Group 

(UCSC) 

Chromosome  β (BR) β (WR) Δβ P value 

cg00594917 PPFIA4 1stExon 1q32.1 0.761  0.866  0.105  0.00012$ 

cg07260927 HS3ST1 5'UTR 4p16 0.353  0.495  0.143  0.00013$ 

cg13859433 LEMD2 3'UTR 6p21.31 0.356  0.457  0.101  0.00055 

cg01056004 * * 10 0.280  0.474  0.194  0.00055 

cg17611235 * * 11 0.639  0.747  0.108  0.00102 

cg09704166 PAX8 Body 2q13 0.538  0.365  -0.173  0.00107 

cg12765123 * * 10 0.402  0.634  0.232  0.00118 

cg15541008 ELL2 1st Exon 5q15 0.369  0.264  -0.105  0.00138 

cg20307184 ABCA13 Body 7p12.3 0.743  0.627  -0.116  0.00139 

cg07059402 miR659 TSS1500 22q13.1 0.406  0.571  0.165  0.00152 

Probe ID: Illumina probe ID for individual target site,  

Two sites, cg00594917 and cg07260927, showed statistical significance ($) after FDR correction. 

BR: Best responders, WR: Worst responders, β: methylation level, Δβ: β (WR) - β (BR).  

Asterisks indicate that the methylation sites were located in an intergenic region, 5’UTR: 5’ untranslated region,  

3’UTR: 3’ untranslated region, TSS: transcription start site, Body: gene body, TSS1500: within 1500 bp of TSS 

PPFIA4: Protein tyrosine phosphatase, receptor type, f polypeptide, interacting protein (liprin), alpha 4 

HS3ST1: Heparin sulfate-glucosamine 3-sulfotransferase 1, LEMD2: LEM domain containing 2, PAX8: Paired box 8 

ELL2: Elongation factor, RNA polymerase II, 2, ABCA13: ATP binding cassette subfamily A member 13,  

MIR659: MicroRNA 659 

  



19 

 

References 

1 Sartorius N: The economic and social burden of depression. J Clin Psychiatry 2001; 62 Suppl 15: 

8–11. 

2 Ustün TB, Ayuso-Mateos JL, Chatterji S, Mathers C, Murray CJ: Global burden of depressive 

disorders in the year 2000. Br J Psychiatry 2004; 184: 386–392. 

3 Ishikawa H, Kawakami N, Kessler RC: Lifetime and 12-month prevalence, severity and unmet 

need for treatment of common mental disorders in Japan: results from the final dataset of World 

Mental Health Japan Survey. Epidemiol Psychiatr Sci 2016; 25: 217-229. 

4 Moncrieff J, Kirsch I: Efficacy of antidepressants in adults. BMJ 2005; 331: 155–157. 

5 Serretti A, Artioli P, Quartesan R: Pharmacogenetics in the treatment of depression: 

pharmacodynamic studies. Pharmacogenet Genomics 2005; 15: 61–67. 

6 Lesch KP, Bengel D, Heils A, Sabol SZ, Greenberg BD, Petri S, Benjamin J, Müller CR, Hamer 

DH, Murphy DL: Association of anxiety-related traits with a polymorphism in the serotonin 

transporter gene regulatory region. Science 1996; 274: 1527–1531. 



20 

 

7 MacKenzie A, Quinn J: A serotonin transporter gene intron 2 polymorphic region, correlated with 

affective disorders, has allele-dependent differential enhancer-like properties in the mouse 

embryo. Proc Natl Acad Sci U S A 1999; 96: 15251–15255. 

8 Kato M, Ikenaga Y, Wakeno M, Okugawa G, Nobuhara K, Fukuda T, Fukuda K, Azuma J, 

Kinoshita T: Controlled clinical comparison of paroxetine and fluvoxamine considering the 

serotonin transporter promoter polymorphism. Int Clin Psychopharmacol 2005; 20: 151–156. 

9 Kato M, Nonen S, Serretti A, Tetsuo S, Takekita Y, Azuma J, Kinoshita T: 5-HTTLPR rs25531A 

&gt; G differentially influence paroxetine and fluvoxamine antidepressant efficacy: A 

randomized, controlled trial. J Clin Psychopharmacol 2013; 33: 131–132. 

10 Jones PA, Takai D: The role of DNA methylation in mammalian epigenetics. Science 2001; 293: 

1068–1070. 

11 Fuchikami M, Morinobu S, Segawa M, Okamoto Y, Yamawaki S, Ozaki N, Inoue T, Kusumi I, 

Koyama T, Tsuchiyama K, Terao T: DNA methylation profiles of the brain-derived 

neurotrophic factor (BDNF) gene as a potent diagnostic biomarker in major depression. PLoS 

One 2011; 6: e23881. 



21 

 

12 Sugawara H, Iwamoto K, Bundo M, Ueda J, Miyauchi T, Komori A, Kazuno A, Adati N, 

Kusumi I, Okazaki Y, Ishigooka J, Kojima T, Kato T: Hypermethylation of serotonin 

transporter gene in bipolar disorder detected by epigenome analysis of discordant monozygotic 

twins. Transl Psychiatry 2011; 1: e24. 

13 Domschke K, Tidow N, Schwarte K, Deckert J, Lesch KP, Arolt V, Zwanzger P, Baune BT: 

Serotonin transporter gene hypomethylation predicts impaired antidepressant treatment 

response. Int J Neuropsychopharmacol 2014; 17: 1167-1176. 

14 Powell TR, Smith RG, Hackinger S, Schalkwyk LC, Uher R, McGuffin P, Mill J, Tansey KE:             

DNA methylation in interleukin-11 predicts clinical response to antidepressants in GENDEP.            

Transl Psychiatry 2013; 3: e300. 

15 Kato M, Fukuda T, Wakeno M, Fukuda K, Okugawa G, Ikenaga Y, Yamashita M, Takekita Y, 

Nobuhara K, Azuma J, Kinoshita T: Effects of the serotonin type 2A, 3A and 3B receptor and 

the serotonin transporter genes on paroxetine and fluvoxamine efficacy and adverse drug 

reactions in depressed Japanese patients. Neuropsychobiology 2006; 53: 186–195. 

16 Hamilton M: Development of a rating scale for primary depressive illness. Br J Soc Clin Psychol 

1967; 6: 278–296. 

https://www.ncbi.nlm.nih.gov/pubmed/24679990
https://www.ncbi.nlm.nih.gov/pubmed/24679990
https://www.ncbi.nlm.nih.gov/pubmed/24002086


22 

 

17 Nakamura K, Aizawa K, Nakabayashi K, Kato N, Yamauchi J, Hata K, Tanoue A: DNA 

methyltransferase inhibitor zebularine inhibits human hepatic carcinoma cells proliferation and 

induces apoptosis. PLoS One 2013; 8: e54036. 

18 Yuen RK, Peñaherrera MS, von Dadelszen P, McFadden DE, Robinson WP: DNA methylation 

profiling of human placentas reveals promoter hypomethylation of multiple genes in early-onset 

preeclampsia. Eur J Hum Genet 2010; 18: 1006–1012. 

19 Córdova-Palomera A, Fatjó-Vilas M, Gastó C, Navarro V, Krebs MO, Fañanás L: Genome-wide 

methylation study on depression: differential methylation and variable methylation in 

monozygotic twins. Transl Psychiatry 2015; 5: e557. 

20 Benjamini Y, Hochberg Y: Controlling the False Discovery Rate: A Practical and Powerful 

Approach to Multiple Testing. J R Statist Soc B 1995; 57: 289–300. 

21 Südhof TC: The presynaptic active zone. Neuron 2012; 75: 11–25. 

22 Wyszynski M, Kim E, Dunah AW, Passafaro M, Valtschanoff JG, Serra-Page C, Streuli M, 

Weinberg RJ, Sheng M: Interaction between GRIP and Liprin-α /SYD2 Is Required for AMPA 

Receptor Targeting. Neuron 2002; 34: 39–52. 



23 

 

23 Dickinson BA, Jo J, Seok H, Son GH, Whitcomb DJ, Davies CH, Sheng M Collingridge GL, 

Cho K: A novel mechanism of hippocampal LTD involving muscarinic receptor-triggered 

interactions between AMPARs, GRIP and liprin-alpha. Mol Brain 2009; 2: 18. 

24 Jones PA: Functions of DNA methylation: islands, start sites, gene bodies and beyond. Nat Rev 

Genet 2012; 13: 484–492. 

25 Kulis M, Heath S, Bibikova M, Queirós AC, Navarro A, Clot G, Martínez-Trillos A, Castellano 

G, Brun-Heath I, Pinyol M, Barberán-Soler S, Papasaikas P, Jares P, Beà S, Rico D, Ecker S, 

Rubio M, Royo R, Ho V, Klotzle B, Hernández L, Conde L, López-Guerra M, Colomer D, 

Villamor N, Aymerich M, Rozman M, Bayes M, Gut M, Gelpí JL, Orozco M, Fan JB, Quesada 

V, Puente XS, Pisano DG, Valencia A, López-Guillermo A, Gut I, López-Otín C, Campo E, 

Martín-Subero JI: Epigenomic analysis detects widespread gene-body DNA hypomethylation in 

chronic lymphocytic leukemia. Nat Genet 2012; 44: 1236-1242. 

26 Zhang L, Beeler DL, Lawrence R, Lech M, Liu J, Davis JC, Shriver Z, Sasisekharan R, 

Rosenberg RD:  6-O-sulfotransferase-1 represents a critical enzyme in the anticoagulant 

heparan sulfate biosynthetic pathway. J Biol Chem 2001; 276: 42311–42321. 

http://www.ncbi.nlm.nih.gov/pubmed/22641018
http://www.ncbi.nlm.nih.gov/pubmed/?term=Heath%20S%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Bibikova%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Queir%C3%B3s%20AC%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Navarro%20A%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Clot%20G%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Mart%C3%ADnez-Trillos%20A%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Castellano%20G%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Castellano%20G%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Brun-Heath%20I%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Pinyol%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Barber%C3%A1n-Soler%20S%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Papasaikas%20P%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Jares%20P%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Be%C3%A0%20S%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Rico%20D%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Ecker%20S%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Rubio%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Royo%20R%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Ho%20V%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Klotzle%20B%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Hern%C3%A1ndez%20L%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Conde%20L%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=L%C3%B3pez-Guerra%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Colomer%20D%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Villamor%20N%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Aymerich%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Rozman%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Bayes%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Gut%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Gelp%C3%AD%20JL%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Orozco%20M%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Fan%20JB%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Quesada%20V%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Quesada%20V%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Puente%20XS%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Pisano%20DG%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Valencia%20A%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=L%C3%B3pez-Guillermo%20A%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Gut%20I%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=L%C3%B3pez-Ot%C3%ADn%20C%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Campo%20E%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Mart%C3%ADn-Subero%20JI%5BAuthor%5D&cauthor=true&cauthor_uid=23064414
http://www.ncbi.nlm.nih.gov/pubmed/?term=Beeler%20DL%5BAuthor%5D&cauthor=true&cauthor_uid=11551899
http://www.ncbi.nlm.nih.gov/pubmed/?term=Lawrence%20R%5BAuthor%5D&cauthor=true&cauthor_uid=11551899
http://www.ncbi.nlm.nih.gov/pubmed/?term=Lech%20M%5BAuthor%5D&cauthor=true&cauthor_uid=11551899
http://www.ncbi.nlm.nih.gov/pubmed/?term=Liu%20J%5BAuthor%5D&cauthor=true&cauthor_uid=11551899
http://www.ncbi.nlm.nih.gov/pubmed/?term=Davis%20JC%5BAuthor%5D&cauthor=true&cauthor_uid=11551899
http://www.ncbi.nlm.nih.gov/pubmed/?term=Shriver%20Z%5BAuthor%5D&cauthor=true&cauthor_uid=11551899
http://www.ncbi.nlm.nih.gov/pubmed/?term=Sasisekharan%20R%5BAuthor%5D&cauthor=true&cauthor_uid=11551899
http://www.ncbi.nlm.nih.gov/pubmed/?term=Rosenberg%20RD%5BAuthor%5D&cauthor=true&cauthor_uid=11551899


24 

 

27 Anower-E-Khuda MF, Habuchi H, Nagai N, Habuchi O, Yokochi T, Kimata K: Heparan sulfate 

6-O-sulfotransferase isoform-dependent regulatory effects of heparin on the activities of various 

proteases in mast cells and the biosynthesis of 6-O-sulfated heparin. J Biol Chem 2013; 288: 

3705–3717. 

28 Knight HM, Pickard BS, Maclean A, Malloy MP, Soares DC, McRae AF, Condie A, White A, 

Hawkins W, McGhee K, van Beck M, MacIntyre DJ, Starr JM, Deary IJ, Visscher PM, 

Porteous DJ, Cannon RE, St Clair D, Muir WJ, Blackwood DH: A cytogenetic abnormality and 

rare coding variants identify ABCA13 as a candidate gene in schizophrenia, bipolar disorder, 

and depression. Am J Hum Genet 2009; 85: 833–846. 

29 Rademakers R, Eriksen JL, Baker M, Robinson T, Ahmed Z, Lincoln SJ, Finch N, Rutherford 

NJ, Crook RJ, Josephs KA, Boeve BF, Knopman DS, Petersen RC, Parisi JE, Caselli RJ, 

Wszolek ZK, Uitti RJ, Feldman H, Hutton ML, Mackenzie IR, Graff-Radford NR, Dickson 

DW: Common variation in the miR-659 binding-site of GRN is a major risk factor for TDP43-

positive frontotemporal dementia. Hum Mol Genet 2008; 17: 3631–3642. 

30 Ulbert S, Antonin W, Platani M, Mattaj IW: The inner nuclear membrane protein Lem2 is 

critical for normal nuclear envelope morphology. FEBS Lett 2006; 580: 6435–6441. 



25 

 

31 Hermanns P, Grasberger H, Cohen R, Freiberg C, Dörr HG, Refetoff S, Pohlenz J: Two cases of 

thyroid dysgenesis caused by different novel PAX8 mutations in the DNA-binding region: in 

vitro studies reveal different pathogenic mechanisms. Thyroid 2013; 23: 791–796. 

32 Kroll TG, Sarraf P, Pecciarini L, Chen C, Mueller E, Spiegelman BM, Fletcher JA: PAX8-

PPARgamma1 fusion oncogene in human thyroid carcinoma. Science 2000; 289: 1357–1360. 

33 Park KS, Bayles I, Szlachta-McGinn A, Paul J, Boiko J, Santos P, Liu J, Wang Z, Borghesi L, 

Milcarek C: Transcription elongation factor ELL2 drives Ig secretory-specific mRNA 

production and the unfolded protein response. J Immunol 2014; 193: 4663–4674. 

34 Tylee DS, Kawaguchi DM, Glatt SJ: On the outside, looking in: a review and evaluation of the 

comparability of blood and brain “-omes”. Am J Med Genet Part B Neuropsychiatr Genet 2013; 

162: 595–603.



26 

 

 



27 

 

 



28 

 

 


