Supplementary Materials

The interaction of LAMA2 and duration of illness affects the  thickness of the right transverse temporal gyrus in major depressive disorder

Gang Chen,1,2,4; Lei Li2,3; Taipeng Sun1,2,4; Chenguang Jiang1,2; Wei Xu1,2; Suzhen Chen1,2; Changchun Hu1; Yingying Yue,1,2; Tianyu Wang,1,2;  Wenhao Jiang,1,2*; Yonggui Yuan,1,2*
1.Department of Psychosomatics and Psychiatry, ZhongDa Hospital, School of Medicine, Southeast University, Nanjing, Jiangsu, China. 

2.Institute of Psychosomatics, School of Medicine, Southeast University, Nanjing, Jiangsu, China.

3.Department of Sleep Medicine, The Fourth People’s Hospital of Lianyungang, Lianyungang, China.

4. Department of medical psychology, Huai'an NO 3 People's Hospital, Huaian, China.

*Corresponding Author: 

Wenhao Jiang, E-mail:wjiang43@outlook.com

Yonggui Yuan, E-mail: yygylh2000@sina.com.

Tel: 0086-025-83285124.

Department of Psychosomatics and Psychiatry, ZhongDa Hospital, School of Medicine, Southeast University, No. 87 Dingjiaqiao, Gulou District, Nanjing,  Jiangsu 210009, China.
Supplementary 1.

Genetic association analysis results in a previous study
  In a previous study (45 MDD and 38 HC), a total of 9700 SNPs were obtained by second-generation sequencing for genetic analyses of diagnostic phenotypes. In a general sense, the significance of genetic association analysis was set at 5 × 10-8(Figure S1); however, because this data was not interpolated and contained only 9700 SNPs, and because significance is only a reference guideline for what constitutes a modality of genetic information, SNPs with P values ranging from 5 × 10-6 to 5 × 10-4 were considered for inclusion(Table S1).

Table S1 Significant SNPs and corresponding genes obtained by genetic association
	Chromosome
	SNP
	Location
	P value
	Gene

	4 
	rs10937954
	3589463
	3.11E-07
	LINC00955

	1
	rs41297686
	161494127
	2.20E-06
	HSPA6

	6
	rs41297686
	161494127
	2.63E-06
	LAMA2

	19
	rs2275214
	129802302
	1.99E-05
	PLA2G4C

	12
	rs71057834
	2801016
	2.77E-05
	CACNA1C

	6
	rs2784895
	129799682
	4.64E-05
	LAMA2

	6
	rs2229850
	129807714
	1.30E-04
	LAMA2

	6
	rs6938825
	129807714
	1.30E-04
	LAMA2

	6
	rs6569604
	129807483
	1.33E-04
	LAMA2

	14
	rs1631092
	88646827
	1.87E-04
	KCNK10

	14
	rs2494732
	105239192
	1.89E-04
	AKT1

	15
	rs61119953
	68641363
	2.55E-04
	ITGA11

	6
	rs2229848
	129807629
	2.60E-04
	LAMA2

	6
	rs2229849
	129807699
	2.60E-04
	LAMA2

	1
	rs6759
	227069737
	2.90E-04
	PSEN2

	1
	rs1295643
	227071364
	2.90E-04
	PSEN2

	14
	rs411418
	88647006
	3.23E-04
	KCNK10

	1
	rs1046240
	227071525
	4.28E-04
	PSEN2

	2
	rs17586428
	231988855
	5.24E-04
	HTR2B

	1
	rs8383
	227083550
	6.02E-04
	PSEN2


Note：The most significant genes were LINC00955, HSPA6, LAMA2, LA2G4C, CACNA1C.
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Figure S1 Schematic representation of the results of the genetic association analysis. 

Note: The horizontal axis is arranged according to the base pair position of the SNP on the chromosome, and the vertical axis is the -log value of P. The larger the value is, the more significant the difference between the patient group and the control group is.
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Parameters for MRI

The 10 time points that were first scanned were removed to ensure stable longitudinal magnetization and adaptation. The remaining images were processed according to the seven steps: (1) the 36th slice was used as the reference slice according to the number of scanning layers, then temporal differences were corrected, and participants with a head motion >1.5° of angular motion or 1.5 mm of maximum displacement in any direction were ruled out; (2) T1 was co-registered to fMRI and subsequently reoriented; (3) T1-weighted anatomic images were segmented into gray matter, white matter, and cerebrospinal fluid for spatial normalization and then were normalized to the Montreal Neurological Institute space using the transformation parameters estimated with a unified segmentation algorithm (20); the above transformation parameters were applied to the fMRI and the images were resampled with a resolution of 3 × 3 × 3 mm3; (4) spatial smoothing was conducted with a 4-mm full-width at half-maximum (FWHM) isotropic Gaussian kernel; (5) the linear trend was removed; (6) the nuisance signals and spiked regressors were regressed out; and (7) a bandpass filter was applied to maintain low-frequency fluctuations (0.01–0.08 Hz).

