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Supplementary Table 1. Primer and probe sequences used in this case-control study

Usage

Primer/Probe

Nucleotide Sequence (5’-37)

Position Reference

Real-time PCR

Genotyping

Amplification of VP1

Sav 1IF

Sav S5F

Savl24 F

Sav1245 R

Sav124 probe

Sav5 probe

SV-F13

SV-F14

SaVF1245

SaV5857R-1

SaV5857R-2

SV-F13

SV-F14

SaVGIIR

TTGGCCCTCGCCACCTAC

TTTGAACAAGCTGTGGCATGCTAC

GAYCASGCTCTCGCYACCTAC

CCCTCCATYTCAAACACTA

VIC-CCRCCTATRAACCA-MGB

VIC-TGCCACCAATGTACCA-MGB

GAYYWGGCYCTCGCYACCTAC

GAACAAGCTGTGGCATGCTAC

TAGTGTTTGARATGGAGGG

CWGGDGANAYHCCATTBTCCAT

GGNGANMNNCCRTTNTSCAT

GAYYWGGCYCTCGCYACCTAC

GAACAAGCTGTGGCATGCTAC

5077-5094* 1

5112-5135*

5074-5094*

5159-5177%

5101-5117%

5142-5157°

5074-5094" 2

5074-5094"

5159-5177%

5857-5878"

5857-5876 °

5074-5094*  Current

5074-5094*  study

GCTCCWGTRAACCAAGACATTATTC  6851-6875°




a. Position in complete sapovirus GI genogroup sequence (Manchester, X86560)

b. Position in complete genome of sapovirus GV genogroup (NongKhai-24/Thailand,

AY646856)

c. Position in complete genome of GII genogroup (Bristol/98/UK, AJ249939)
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Supplementary Figure 1. Phylogenetic analysis of full VP1 nucleotide sequences of

sapovirus.

The phylogenetic tree was inferred using the maximum likelihood method (Kimura 2-parameter

model) using MEGAS. The tree was drawn to scale, with branch lengths measured in the

number of substitutions per site. The VP1 obtained in this study is marked with a filled triangle.



