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Abstract : Objective

nalysis and genome copy number variation sequencing (CNV-Seq) in prenatal diagnosis. Methods

To explore the potential of combined application of amniotic fluid cell karyotype a-
A total of
316 pregnant women were offered amniocentesis according to the puncture indications. The amniotic fluid was

A to-

tal of 49 abnormal cases were detected with abnormal results by the two methods,accounting for 15. 51% of

routinely punctured,amniotic fluid was collected and used for karyotype analysis and CNV-Seq. Results

the total number of people examined. Among them, 16 cases were found to be abnormal by both methods,
there were 8 cases (mainly balanced translocation) with abnormal karyotype results but not detected by CNV-
Seq,there were 25 cases with abnormal CNV-Seq results and normal karyotype results. Conclusion Karyo-
type analysis and CNV-Seq have their own advantages and disadvantages in prenatal diagnosis. The combina-
tion of the two methods could guide pregnancy more scientifically and reasonably, which prevent the birth de-
fects.
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MIF ,GP73 . VPIKA- Il K-F A 2 & F & HBV 48 % R A AT f& 40 Ao e x40, HBV 48 % R A T J& 40,
HMKE LM EH MIF.GP73.VPIKA- [l K F & FAMKE L E8 55, ~ V&% MIF.GP73. VPIKA- I
KESTFI~NHMEELE MHBEKRZE>S cm B F MIF.GP73. VPIKA-1l K F & FM B R KZ<5cm &£,

i F>2MEHE MIF.GP73, VPIKA-II KF 3 THBHE<2AEH.ZFHA % FEL(P<0.05),
MIF 5 GP73 ZEA% (»=0.240,P =0.042) ,MIF 5 VPIKA-II 2 E48% (»=0.368,P=0.002),GP73 5
VPIKA-Il 2 EA48% (r=0.240,P=0.042), %t MIF.GP73.VPIKA-Il 5 HBV 48 % R A W& &% H £
MELHES TNM 58 MWBRXERITBRELRZED,

X EEmES SR ET; SREAKRBEEG 73 $fALAEFKEZIBREFFOFTERIL; T
AT X % A8 K R BT IR
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Expression and significance of peripheral blood MIF,GP73 and
VPIKA- I in HBV-associated primary liver cancer”
LI Huan,HAN Sugui“ ,DONG Yuxi
Department o f Clinical Laboratory ,People’s Hospital of Tangshan

City, Tangshan , Hebei 063001 ,China
Abstract: Objective  To analyze the levels and significance of macrophage migration inhibitory factor
(MIF) , golgi glycoprotein 73 (GP73) and abnormal protein induced by vitamin K deficiency or antagonistic in-
duced abnormal protein [[ (VPIKA-II) of peripheral blood in hepatitis B virus (HBV) associated primary liv-
er cancer patients. Methods A total of 72 patients with HBV-associated primary liver cancer admitted to Peo-
ple’s Hospital of Tangshan City from March 2019 to April 2020 were enrolled in HBV-associated primary liv-
er cancer group. At the same time,72 healthy volunteers who underwent physical examination were selected as
control group,and 72 primary liver cancer patients without HBV-infected were selected as non-HBV-associat-
ed primary liver cancer group. The levels of MIF, VPIKA-II and GP73 were detected by enzyme-linked immu-
nosorbent assay,and GP73 was detected by immunohistochemistry. Results The levels of MIF, GP73 and
VPIKA- Il in HBV-associated primary liver cancer group were higher than those in non-HBV-associated pri-
mary liver cancer group and control group, the levels of MIF, GP73 and VPIKA-II in patients with lymph
node metastasis were higher than those without lymph node metastasis, MIF, GP73, VPIKA-II in patients
with [ —IV stage were higher than those in patients with [ — I stage,the levels of MIF,GP73 and VPIKA-
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