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ABBREVIATIONS USED

bp base pairs

csp gene of the circumsporozoite protein

EDTA ethylene diamine tetraacetic acid

DNA deoxyribonucleic acid 

glurp gene of the glutamate rich protein

MR4 Malaria Research and Reference Reagent Resource Center 

msp1 & 2 gene of merozoite surface protein 1 & 2

nPCR nested polymerase chain reaction

PCR  polymerase chain reaction

pPCR  primary polymerase chain reaction

resa  gene of the ring-infected erythrocyte surface antigen

RFLP restriction fragment length polymorphism

RNA ribonucleic acid

RT-PCR  reverse transcription-polymerase chain reaction

SSCP single-strand conformation polymorphism

trap gene of the thrombospondin-related adhesive protein
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EXECUTIVE SUMMARY

Th e treatment outcomes in trials of antimalarial drug effi  cacy are classifi ed 
on the basis of an assessment of parasitological and clinical eff ects. Esti-
mates of success are calculated as the percentage of patients who show an 
adequate clinical and parasitological response before and after adjustment 
by polymerase chain reaction (PCR) for likely reinfection. 

PCR adjustment of cure rates initially based on blood-slide microscopy 
and clinical assessment, is necessary because, particularly in areas of high 
malaria transmission, super-infection with additional parasites occurs fre-
quently during the follow-up period of trials, owing to their long duration. 
Towards the end of the treatment period, antimalarial drug levels can fall 
below curative levels, allowing new infections emerging from the liver to 
establish themselves. 

Th us, PCR-corrected cure rates have become accepted as the end-points 
in regulatory clinical trials and for monitoring antimalarial drugs. In the 
past, there was considerable variation in sampling procedures, genotyping 
techniques and interpretation of data. To achieve harmonization, the Medi-
cines for Malaria Venture convened a meeting, cosponsored by the World 
Health Organization (WHO), of experts in the fi eld of Plasmodium geno-
typing. Th e aim of the meeting (held in Amsterdam on 29–31 May 2007) 
was to achieve consensus on standard operating procedures that would be 
applied in all specialist malaria genotyping laboratories. Th e procedures 
were designed to be used in national malaria control programmes for rou-
tine monitoring of the effi  cacy of antimalarial drugs, by teams researching 
and developing antimalarial drugs in clinical trials conducted for regulatory 
purposes, and more generally for clinical research. Th e meeting agreed to 
the following defi nitions: 

 A ‘new infection’ is a subsequent occurring parasitaemia in which all 
the alleles in parasites from the post-treatment sample are diff erent from 
those in the admission sample, for one or more loci tested.

 In a ‘recrudescence’, at least one allele at each locus is common to both 
paired samples. 

A number of recommendations were made in an eff ort to harmonize the 
approach used in trials to genotype malaria parasites. Th ey cover six basic 
aspects of molecular typing: sampling scheme, methods of blood sampling 
and sample storage, genotyping strategy, analyses and outcome classifi ca-
tion, quality control and genotyping of Plasmodium vivax.

预览已结束，完整报告链接和二维码如下：
https://www.yunbaogao.cn/report/index/report?reportId=5_29600


