
With the introduction of Higher Educational Reforms, there is much concern over the 
criteria for selection of students to the Medical Faculties.  The key criterion used forthis 
purpose in Sri Lanka has been the aggregate score obtained at the GCE advanced Level 
(A/L) examination.  The objective of this study is to determine the relationship between 
the GCE (A/L) aggregate score and performance at the pre-clinical, para-clinical, and 
clinical examinations of the undergraduate medical course of the Faculty of Medical 
Sciences, university of Sri Jayawardenepura. 
 
The study sample consisted of 124 out of 138 students from the first (91/920 batch of 
students of the Faculty of Medical Sciences, University of Sri Jayawardenepura. Data 
relating to GCE (A/L) and MBBS examination marks was collected on a coded basis 
maintaining student anonymity.  A detailed statistical analysis using Pearsons 
correclation and canonical correlation was done to determine possible relationships 
between GCE(A/L0 and MBBS examination performance . 
 
The correlation coefficients between the aggregate scores at GCE(A/L) and at each of the 
four MBBS examinations, displayed a decline from 2nd MBBS to Final MBBS, and was 
not statistically significant at Final MBBS exmaination. 
 
The high scorers at the GCE(A/L0 examination perform well at MBBS examinations in 
general, but they do not necessarily constitute the best performers at the final MBBS 
examination.  Performance of this study sample at GCE(A/L) examination does not 
correlate with their performance at final MBBS examination. 
 
 
A227 
 
Development of PCR based assay for the detection of Mycobacterium tuberculosis 
 
Tuberculosis is an infections disease caused by the M .tuberculosis complex and is a 
major source of morbidity and mortality in humans.  Though many of the currently used 
PCR assays are exquisitely sensitive, they lack the required specificity.  Hence a PCR 
assay based on a previously cloned DNA sequence flanking the insertion element Is 1081 
was developed for detection of M.tuberculosis in this study. 
 
Among the primer combinations used, the primer pair MTBFb and MTBRb was selected 
for optimization of the assay.  The assay was optimized in relation to the concentration 
of deoxyribonucleotides (dNTP), primers, MgCl2, Taq Polynerase and the cycle number 
and annealing temperature. 
 
The assay was found to be sensitive and capable of detecting  ~ 10pg of M. tuberculosis 
DNA. It was also found to be specific for the M.tuberculosis complex. 
 
The assay was compared with the PCR assay (using primers Pt90 currently used in Sri 
Lanka.  Two samples, which were negative using the primer pair Pt8 & Pt(, were found 
to be positive when PCR amplified using the assay developed by us.  This is probably 
due to the lack of the insertion element IS 6110 (the target of r1XPt8 & Pt9) in these 



isolates.  This indicates the utility of the assay developed by us.  A multiplex (diplex) 
PCR assay containing both sets of primers is currently being evaluated for the detection 
of M. tuberculosis in clinical samples in Sri Lanka. 
 
 
A228 
 
Characterisation of a Heat Shock Protein 70 gene (hsp70) of Wuchereria bancrofti 
 
Wuchereria brancrofti is the primary causativ eagentof lymphatic filariasis.  Its life cycle 
involves migration between a mosquito vector and human host.  HSP 70s appear to play 
an important role in adaptation and survival of the parasite during transmission, when 
it encounters abrupt changes in temperature and other environmental factors. 
 
W.brancrofti DNAwas digested with selected restiction enzymes Dra I, EcoR V, Pvu II 
Sca I and Stu I. Genome Walker libraries were constructed by ligating the digested DNA 
fragments with Genome Walker adapter.  Two gene specific nested primers were 
designed from  a conserved region of Brugia malayi hsp70gene for initial amplifiction fo 
the Genome Walker libraries.  The amplified fragments were eluted and purified for 
DNA sequending.  Subsequent PCR amplifications of the Genome Walker libraries were 
carried out with using primers derived from these sequences.  All amplified fragments 
were sequenced to obtain the complete nucleotide sequence of the W. brancrofti 
hsp70gene with the 5'and 3' flanking regions. 
 
The coding region comprises of ten exons which is interrupted by nine introns.  The 
intron sizes range from 82 to 381 nucleotides.  Several promoter elements including a 
putative TATA box, two CCAAT box sequences and four heat shock elements are 
present in the 5' flanking region.  Apolyadenylation signal was present 211 base pairs 
downstream of the final exon.  The G+C content of the coding region is 44.2f% .  The 
coding sequence potentially encodes a protein of 645 amino acids, which has more than 
99% homology to the B. malayi HSP 70. 
 
A229 
 
Variation in microfilaria uptake and infective larvae output of W. bancrofti in C. 
quinquefasciatus in relation to microfilaria density of the carrier in bancroftian 
filariasis in Sri Lanka 
 
One hundred and eight artificial infection experiments were carried out using the 
microfilaraemics with microfilaria (mf) density ranging 0-996mf/60µl (1-12415mf/ml),  
to study the transmission dynamics of bancroftian filariasis in Sri Lanka, including the 
variation in mf uptake and infective larvae (L3) output.  A batch of 200-300 laboratory 
bred, 6 day old, C. quinquefasciatus, starved for 36 hours fed on the forearm of each 
carrier.Twenty to twenty five percent gorged females were dissected immediately for 
individual mf uptake.  The balance was dissected individually for developing larvae 
after 13 days of incubation.  Individual parasite counts were plotted against the mean 
human mf density and arithmetic mean and the variance in mf uptake and L3 output 
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	Cryptosportidium parvum  is an enteric protozoan parasite responsible for diarrhoea in children, neonates of animals and immunodeficient hosts.  In Sri Lanka, Cryptosporidium oocysts have been demonstrated in the faeces of diarrhoeic children.  Recently,
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