Virologica Sinica


Supplementary Data

Severe fever with thrombocytopenia syndrome virus infection attributed to cat contact: a case report in Beijing, China
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Supplementary Materials
Materials and Methods
Sample collection
In July 2023, a field investigation was conducted to study SFTSV infections in ticks from the areas where the patient resided. Host-seeking ticks were collected by dragging a fabric flag over vegetation and blood-sucking ticks were collected from goats. Ticks were identified to the species level based on morphological characteristics. Whole blood samples were collected from four cats.
Detection of SFTSV RNA 
RNA extracted from ticks or cats was subjected to real-time PCR assay with the one-step Primer Script RT-PCR Kit (Takara, Dalian, China). The primers and probes for SFTSV RNA quantification have been previously described (Zhuang et al., 2018). Nested RT-PCR assays were performed on viral RNA to obtain full-length S segment sequence of SFTSV as previously described (Dai et al., 2022).
Detection of anti-SFTSV IgM/ IgG & neutralizing antibodies
The anti-SFTSV IgM/IgG antibodies were examined in serum samples with the use of enzyme-linked immunosorbent assay (ELISA) using SFTSV Gn protein as the antigen. SFTSV specific neutralizing antibody was examined by using micro-neutralization assay as previously described (Li et al., 2023).
Phylogenetic analysis
Sequences were assembled using SeqMan Pro v7.1.0 in the Lasergene (DNASTAR). Phylogenetic tree was conducted based on nucleotide sequence of S segment of SFTSV with Neighbor-Joining method with p-distance model in the software MEGA X. Sequences from Heartland virus were used as outgroups. The confidence of the phylogenetic tree was tested using 1,000 bootstrap replications. 
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Figure S1. Ecological environment of the sample collection sites. The locations of the five sites (S1 to S5) were shown in Figure 1B. Most of the sample collection sites were featured by artificial forests rather than natural habitats. We collected parasitic Hemaphysalis longicornis ticks and serum samples from stray cats in the site 1 (S1).

Table S1. Laboratory test results and viral loads of the patient.
	Characteristics
	On admission
7/13/2023
	Duration of hospital stay
7/14/2023
	Duration of hospital stay
7/15/2023
	Duration of hospital stay
7/18/2023
	Normal range

	White-cell count (×109/L)
	2.6
	2.7
	3.3
	6.1
	4.0–10.0

	Platelet count (×109/L)
	80
	64
	83
	138
	100–300

	Lymphocyte percentage (%)
	26.6
	37.7
	49.6
	39.7
	20.0–40.0

	Erythrocyte count (×1012/L)
	5.4
	4.8
	5.1
	4.7
	3.5–5.5

	Hemoglobin (g/L)
	167
	148
	154
	143
	110–170

	Albumin (g/L)
	42.4
	33.1
	35.1
	33.8
	35.0–55.0

	Total bilirubin (µmol/L)
	13.5
	10.5
	12.5
	16.6
	5.1–17.1

	Alanine aminotransferase (U/L)
	155
	252
	176
	95
	5–40

	Aspartate aminotransferase (U/L)
	179
	231
	153
	35
	8–40

	Lactate dehydrogenase (U/L)
	548
	926
	550
	322
	109–245

	Creatine kinase (U/L)
	971
	1188
	908
	118
	25–200

	Gamma-glutamyl transferase (U/L)
	78
	86
	136
	137
	7–50

	Prothrombin time (Second)
	11.6
	-
	-
	-
	9.0–14.0

	Thrombin time (Second)
	15.8
	-
	-
	-
	14.0–21.0

	Activated partial thromboplastin time (Second)
	47.8
	-
	-
	-
	22.0–39.0

	Fibrinogen (g/L)
	2.9
	-
	-
	-
	2.0–4.0

	D-dimer (µg/mL)
	1.0
	-
	-
	-
	0–1

	C-reactive protein (mg/L)
	2.6
	-
	-
	-
	0–8

	Procalcitonin (ng/mL)
	< 0.10
	-
	-
	-
	0–0.25

	Viral load (log10 copies/mL)
	5.38
	5.90
	4.25
	Negative
	-
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