


	Table1. The demographic characteristics of study subjects, sample type, clinical status and prevalence of RVs
	Variable

	Number

	Percent


	HRV status
	positive
	29
	11.50

	
	negative
	224
	88.50

	Clinical diagnosis


	Acute respiratory infection (ARI)
	202
	79.84

	
	Community-acquired pneumonia (CAP)
	51
	20.16

	
Patient status

	Outpatients (OP)
	67
	26.5

	
	Inpatients (IP)
	186
	73.5

	Sample type
	Nasopharyngeal swabs
	245
	96.8

	
	Broncho alveolar lavages
	2
	0.8

	
	Sputa
	4
	1.6

	
	Tracheal secretion aspirates
	2
	0.8

	Sex
	Male
	150
	59.3

	
	Female
	103
	40.7

	Age
	18≤
	183
	72.6

	
	18>
	69
	27.4

	Season

	spring
	39
	15.4

	
	summer
	24
	9.5

	
	autumn
	107
	42.3

	
	Winter
	83
	42.8















Table2. Relationships between the presence of RHV in the study subjects and characteristic parameters
	Variable

	Rhino
	P-value

	
	Positive
N (%)
	Negative
N (%)
	

	Clinical diagnosis

	Acute respiratory infection (ARI)
	27(13.4%)
	175(86.6%)
	0.041

	
	Community-acquired pneumonia (CAP)
	2(3.9%)
	49(96.1%)
	

	Patient status

	Outpatients (OP)
	8(11.9%)
	59(88.1%)
	0.521

	
	Inpatients (IP)
	21(11.3%)
	165(88.7%)
	

	Sex
	Male
	19(12.7%)
	131(87.3%)
	0.303

	
	Female
	10(9.7%)
	93(90.3%)
	

	Age
	18≤
	13(7.1%)
	171(92.9%)
	0.001

	
	18>
	16(23.2%)
	53(76.8%)
	

	Season

	spring
	9(23.1%)
	30(76.9%)
	0.006

	
	summer
	5(20.8%)
	19(79.2%)
	

	
	autumn
	12(11.2%)
	95(88.8%)
	

	
	winter
	3(3.6%)
	80(96.4%)
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	Figure 1. The image of the Phylogenetic tree using MEGA software. The evolutionary history was inferred by using the Maximum Likelihood method based on the Tamura-Nei model with 1000 bootstraps(1, 2).The studied isolates are marked by black squares.
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