
depth over 200 below 100
Rank Pattern Z‐valuea Pattern Z‐valuea

1 TG 6.7 CT 3.4

2 CA 5.3 AG 3.1

3 GG 2.6 TG 2.2

4 CT 2.1 CA 1.8

5 CC 2.0 TC 1.5

Table S3. Bias towards TG(CA)-enrichment within the detected 
norovirus sequences in fecal samples

a: The Z-value was calculated using the formulae (1-3), where Zi is the Z-value of the pattern of two 
nucleotides i, xio is the observed number of the pattern i, <xi > is the average number of the pattern i in random 
sample, vi is its variance, n is the number of shuffle trials 100,000, xij is the number of the pattern i at trial j.
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