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Epidemiology and drivers of Talaromyces marneffei detection in the mainland of China, 2022–2024: a cross-sectional study of hospitalized patients

Table S1 Results of global spatial autocorrelation analysis for Talaromyces marneffei prevalence in China from 2022 to 2024

	Year
	Moran's I index
	Z score
	P -value

	2022
	0.055384
	7.948224
	0.000000

	2023
	0.168443
	22.426702
	0.000000

	2024
	0.143621
	18.992416
	0.000000

	Total
	0.198556
	26.035433
	0.000000


Table S2 Results of global clustering analysis for Talaromyces marneffei prevalence in China from 2022 to 2024

	Years
	General G Observed
	General G Expected
	Z score
	P -value

	2022
	0.000001
	0.000001
	4.693414
	0.000003

	2023
	0.000002
	0.000001
	10.414100 
	0.000000 

	2024
	0.000002
	0.000001
	9.008346
	0.000000 

	Total
	0.000002
	0.000001
	10.745703
	0.000000 


Table S3. Time characteristics of the T. marneffei-detected population

	Month
	Number of positive detections (%)

	
	2022
	2023
	2024

	1
	16 (0.42)
	17 (0.15)
	97 (0.19)

	2
	11 (0.33)
	32 (0.26)
	119 (0.30)

	3
	15 (0.28)
	51 (0.27)
	135 (0.28)

	4
	34 (0.60)
	67 (0.29)
	111 (0.24)

	5
	23 (0.37)
	64 (0.24)
	100 (0.23)

	6
	30 (0.39)
	60 (0.19)
	107 (0.27)

	7
	33 (0.36)
	56 (0.17)
	95 (0.26)

	8
	51 (0.52)
	110 (0.36)
	73 (0.23)

	9
	26 (0.27)
	92 (0.31)
	88 (0.33)

	10
	36 (0.37)
	90 (0.27)
	94 (0.36)

	11
	36 (0.36)
	71 (0.20)
	110 (0.38)

	12
	19 (0.25)
	76 (0.18)
	71 (0.24)


Table S4 Demographic characteristics of the T. marneffei-detected population

	Characteristic
	Number of positive detections (%)

	
	2022
	2023
	2024
	Total

	Age (years)
	0～≤10
	12（0.06）
	22（0.03）
	28（0.04）
	62（0.04）

	
	10～≤20
	6（0.22）
	13（0.11）
	14（0.09）
	33（0.11）

	
	20～≤30
	9（0.29）
	28（0.28）
	61（0.44）
	98（0.36）

	
	30～≤40
	24（0.47）
	72（0.40）
	116（0.45）
	212（0.44）

	
	40～≤50
	53（0.78）
	134（0.60）
	168（0.53）
	355（0.58）

	
	50～≤60
	88（0.63）
	200（0.40）
	290（0.41）
	578（0.43）

	
	60～≤70
	75（0.47）
	189（0.32）
	310（0.35）
	574（0.35）

	
	70～≤80
	52（0.40）
	112（0.21）
	178（0.22）
	342（0.23）

	
	80～≤90
	11（0.19）
	14（0.06）
	33（0.09）
	58（0.09）

	
	＞90
	0（0.00）
	2（0.06）
	2（0.04）
	4（0.04）

	Gender
	Male
	229 (0.41)
	622 (0.31)
	949 (0.34)
	1800 (0.34)

	
	Female
	101 (0.31)
	164 (0.13)
	251 (0.15)
	516 (0.16)


Note: Occupational data were not collected in this study.
Table S5. Association between Talaromyces marneffei detection and other respiratory pathogens among hospitalized patients with acute respiratory tract infections

	Co-detected Pathogen
	The positive detection of the pathogen in the positive detection of Talaromyces marneffei  (No. (%))
	The negative detection of the pathogen in the positive detection of Talaromyces marneffei  (No. (%))
	OR (95%CI)

	Pneumocystis jirovecii
	641 (27.68)
	78829 (9.16)
	3.794 (3.463 - 4.157)

	Aspergillus
	361 (15.59)
	72053 (8.37)
	2.020 (1.805 - 2.261)

	Haemophilus influenzae
	317 (13.69)
	154697 (17.98)
	0.723 (0.642 - 0.814)

	Klebsiella pneumoniae
	284 (12.26)
	127478 (14.82)
	0.803 (0.710 - 0.910)

	Rhinovirus
	254 (10.97)
	97608 (11.35)
	0.963 (0.845 - 1.097)

	Staphylococcus aureus
	176 (7.60)
	81815 (9.51)
	0.783 (0.671 - 0.913)

	Streptococcus pneumoniae
	162 (6.99)
	85587 (9.95)
	0.681 (0.580 - 0.799)

	Acinetobacter baumannii
	137 (5.92)
	89916 (10.45)
	0.539 (0.453 - 0.640)

	Pseudomonas aeruginosa
	136 (5.87)
	78044 (9.07)
	0.625 (0.526 - 0.744)

	Influenza virus
	135 (5.83)
	70910 (8.24)
	0.689 (0.579 - 0.820)

	Human coronavirus
	90 (3.89)
	24440 (2.84)
	1.383 (1.120 - 1.708)

	Mycoplasma pneumoniae
	86 (3.71)
	142887 (16.61)
	0.194 (0.156 - 0.240)

	Human parainfluenza Virus
	63 (2.72)
	39039 (4.54)
	0.588 (0.458 - 0.756)

	Cryptococcus
	58 (2.50)
	9759 (1.13)
	2.239 (1.724 - 2.908)

	Human adenovirus
	51 (2.20)
	34907 (4.06)
	0.532 (0.403 - 0.703)

	Moraxella catarrhalis
	49 (2.12)
	32096 (3.73)
	0.558 (0.420 - 0.740)

	Human respiratory syncytial Virus
	48 (2.07)
	41910 (4.87)
	0.413 (0.310 - 0.550)

	Human metapneumovirus
	40 (1.73)
	23322 (2.71)
	0.631 (0.461 - 0.862)

	Human parvovirus B19
	24 (1.04)
	5707 (0.66)
	1.568 (1.048 - 2.346)

	Bordetella pertussis
	18 (0.78)
	14481 (1.68)
	0.458 (0.288 - 0.728)

	Legionella pneumophila
	14 (0.60)
	5387 (0.63)
	0.965 (0.570 - 1.633)

	Polyomavirus
	10 (0.43)
	3053 (0.35)
	1.218 (0.654 - 2.268)

	Human bocavirus
	7 (0.30)
	10881 (1.26)
	0.237 (0.113 - 0.497)

	Chlamydia psittaci
	6 (0.26)
	6980 (0.81)
	0.318 (0.142 - 0.708)

	Streptococcus pyogenes
	4 (0.17)
	3333 (0.39)
	0.445 (0.167 - 1.187)


Table S6. Percentage of joint variance in T. marneffei detection explained by the combined effect of two factors

	
	POP
	GDP
	NDVI
	EVI
	MXSPD
	STP
	WDSP
	MAX_TEMP
	MIN_TEMP
	PRCP
	DEWP
	TEMP
	Bamboo rats

	POP
	0.1334
	
	
	
	
	
	
	
	
	
	
	
	

	GDP
	0.1693
	0.1012
	
	
	
	
	
	
	
	
	
	
	

	NDVI
	0.1753
	0.1496
	0.0614
	
	
	
	
	
	
	
	
	
	

	EVI
	0.1722
	0.1442
	0.0756
	0.0606
	
	
	
	
	
	
	
	
	

	MXSPD
	0.2951
	0.2742
	0.2231
	0.2195
	0.1576
	
	
	
	
	
	
	
	

	STP
	0.1656
	0.1508
	0.0844
	0.0846
	0.1889
	0.0140
	
	
	
	
	
	
	

	WDSP
	0.2814
	0.2577
	0.2063
	0.1981
	0.1805
	0.1615
	0.1237
	
	
	
	
	
	

	MAX_TEMP
	0.2465
	0.2183
	0.2129
	0.1883
	0.2447
	0.1940
	0.2365
	0.1120
	
	
	
	
	

	MIN_TEMP
	0.4400
	0.4461
	0.3951
	0.3906
	0.4401
	0.4583
	0.4301
	0.4518
	0.3751
	
	
	
	

	PRCP
	0.4568
	0.4526
	0.3794
	0.3721
	0.4640
	0.4501
	0.4600
	0.4124
	0.5587
	0.3560
	
	
	

	DEWP
	0.5571
	0.5620
	0.5015
	0.4982
	0.5324
	0.5406
	0.5321
	0.5381
	0.5167
	0.5372
	0.4855
	
	

	TEMP
	0.5270
	0.5269
	0.4817
	0.4777
	0.5141
	0.5163
	0.5213
	0.5150
	0.4886
	0.5331
	0.5014
	0.4624
	

	Bamboo rats
	0.4811
	0.4863
	0.4015
	0.3983
	0.4501
	0.4395
	0.4457
	0.4864
	0.4925
	0.4995
	0.5489
	0.5412
	0.3606


