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The vast majority of episodes of pancreatitis are noninfectious in origin, and the
role of infectious agents in this disorder remains controversial. Next-generation sequencing has many po
tential applications in virology, such as discovery of new viruses, and detection of unexpected viral path
ogens in clinical specimens. In this study, we could not discover of new viruses as the origin of pancrea
titis. The major cause of death by acute pancreatitis is secondary infection of pancreatic tissue. Manno
se-binding lectin (MBL) is one of the main components of immunity. We demonstrated that the prevalence of
the codon 54 mutation of MBL gene in patients with infectious complications was slightly higher compared

with patients without infectious complications (50% vs 27%).



61%
5%

1%

DNA
2005

DNA

GenBank

DNA

PCR

34~40%

Mannose
binding lectin (MBL)

MBL

MBL

€Y)

DNA

(PRSS1)
(SPINKL)



C(CTRC)

DNA
RNA RNA
CDNA Random-primer PCR
DNA DNA
DNA
PCR
DNA 1 1
1 DNA
1
(2) MBL
1 54
primer  forward
5 -GTAGGACAGAGGGCATGCTC-3’ reverse

5" -CAGGCAGTTTCCTCTGGAAGG-3
Ban restriction

fragment length polymorphism (RFLP)

52 57

€Y)

(2) MBL 52 54 57
52 57
54

GG genotype 222

153  (68.9%) 479 339
(70.8%)

14
7 (50.0%)
98 26 (26.5%)
p 0.11

MBL

=1 RAMEXBEICETAOMBLELGTFER

SRR BEE

MBL variant n=222 n=479
G/G 153 (68.9%) 339 (70.8%)
G/A 56 (25.2%) 108 (22.5%)
A/A 13 (5.9%) 32 (6.7%)

Low MBL variant 69 (31.3%) 140 (29.2%)

®2 AMEXROBRRESHIMBLEGFER

REGOH  BREIEEH
MBL variant n=14 n=98
G/G 7 (50.0%) 72 (73.5%)
G/A 5 (35.7%) 19 (19.4%)
A/A 2 (14.3%) 7 (7.1%)
Low MBL variant 7 (50.0%) 26 (26.5%)
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