
 

www.acclmp.com  
 

 
 

 
 
 

 
 

 
 
 

 
 

 
 

 
 
 

 

 

Journal of Applied Biochemistry 
& Laboratory Medicine 

Vol 3, Issue 2, Oct 2022 

 
 
 
 
 
 
 
 
 
 

 
Printed by 

Art-O-Print 
43B, Rupnarayan Nandan Lane 
Bhowanipur, Kolkata - 700 025 



 

JABLM : The official open-access peer reviewed journal of Association of Clinical 
Chemistry and Lab Medicine Practitioners (ACCLMP). 

ISSN: 2583-4142 (Online) 

 

 

 

 
Official Address: 
969, Jessore Road 
Kolkata - 700 055 

 
 

 

 

 
Journal Website: www.jablm.acclmp.com 

 

 
ACCLMP website : www.acclmp.com 

 

 

 

 

 

© 2022 :ACCLMP 
All rights reserved. No part of this publication (online or print), may be reproduced, stored or 
transmitted in any form or by any means, electronic, mechanical, photocopying, recording or 
otherwise, without prior permission in writing of the publishers. 

 

 

 
First Edition: October 2022 

 

 

 

 

 

 
Printed at Art-O-Print 

http://www.acclmp.com/


 

 
 

CONTENTS 
 

 

 

 

Page 

I. Introduction to Editorial Team...................................................................................................... I-II 

II. From the Desk of Editor-in-Chief.................................................................................................           III 

III. Letter to Editor................................................................................................. ............................. IV 

III. Response to Letter to Editors............................................................................. ............................. V 

IV. Newer developments.................................................................................................... 33-34 

High performance thin layer chromatography (HPTLC) 

Das Barnali 

V. Original article..................................................................................................................... 35-39 

Use of mid upper arm circumference and head circumference as indicators 

of pre-pubertal growth in school going children with different socioeconomic 

status in an urban area.  

Roy Suparna, Mukherjee Dilip 

VI. Review article ................................................................................................................... 40-41 

Journey of calculated LDL cholesterol in perspective of accuracy 

Saha Pritilata, Biswas Sangita, Chatterjee Subhramay 

VII. Original article............................................................................................................. 42-49 

Evaluation of Different Formulas for Calculation of LDL Cholesterol in Northern Indian Population 

Patel Seema 

VIII. Review article.............................................................................................................................. 50-59 

COVID-19 and Pre-diabetes: Co-existence of two comorbidities matters   

Santhosh Sharlin Mary, Gupta Jasmeen, Ahirwar Ashok, Bano Shagufta 

 

 

 

 

 

 



I  

 

Editorial Team of JABLM 
 

Sl 

No. 

Name of 

Editor 
Qualificatio 

ns 

Current 

Affiliation 

Official 

Address 

Official 

Email 

Id 

1. Prof. Anindya 

Dasgupta 
MD 

(Biochemistry
) 

Chairman, Scientific 

Committee, 
ACCLMP West 
Bengal Chapter 

The Association of 

Clinical Chemistry 

& Lab Medicine 

Practitioners 

(ACCLMP) 

969, Jessore Road 

Kolkata - 700 055 

West Bengal, India 

 
 

editor.jablm@acclmp.com 

2. Dr. Barnali Das MD Consultant, Kokilaben  

 
 

 

(Biochemistry
) 

, DNB, 
PGDHHM 

Laboratory 
Medicine, Chair, 
AACC (India 
Section) 
Executive 

Committee member, 

Scientific Division, 

Dhirubhai 
Ambani Hospital 
& Medical 
Research 
Institute, Mumbai 

 

 
Barnali.Das@kokilabenhosp 

itals.com 

   IFCC   

3. Dr. Madhumita MD Chief Consultant GNRC Medical  

 Das (Biochemistry
) 

& HOD Lab  

 

 

 

, PhD (IIT- 
Guwahati), 
President 
ACCLMP 

(Assam 

Chapter) 

 North Guwahati  
madhumita.das@gnrchospit 

als.com 

4. Dr. Partha MD Principal Scientist CSIR-Indian  

 Chakrabarti (Biochemistry
) 

 Institute of  

 
 

 

, PhD (Cell 
&Molecular 

Biology) 

 Chemical 
Biology 4, Raja 
SC Mullick Road 
Kolkata-700032 

 
pchakrabarti@iicb.res.in 

5. Dr. Mrinal Pal DMRT, MD 

(Biochemistry
) 

, 

Assistant General 
Secretary, 
ACCLMP, Central 

The Association of 

Clinical Chemistry 

& Lab Medicine 

Practitioners 

(ACCLMP) 

969, Jessore Road 

Kolkata - 700 055 

 

 
 

mrinalpal@acclmp.com 

    West Bengal, India  

mailto:editor.jablm@acclmp.com
mailto:pchakrabarti@iicb.res.in
mailto:mrinalpal@acclmp.com


II  

 

Editorial Team of JABLM 
 

Sl 

No. 

Name of 

Editor 
Qualifications 

Current 

Affiliation 

Official 

Address 

Official 

Email 
Id 

6. Dr. Sharmistha 
Choudhuri 

MD Biochemistry 
(AIIMS, New 
Delhi), PGDIP 

Hospital 
Management 

(National Institute 
of Health and 

Family Welfare 
(NIHFW), New 

Delhi) 

Assistant Professor Department of 
Biochemistry, 
RG Kar Medical 
College 

1 Khudiram Bose 
Sarani 

Kolkata -700004 

 

 

 

 

sharmistha_choudhuri@yahoo.in 

7. Dr. Sayantan 
Dasgupta 

MD 

(Biochemistry) 

Associate Professor Department of 
Biochemistry, 

North Bengal 
Medical College 
Sushrutanagar 
Siliguri-734012 

 

 

 

dr.sayantandasgupta@gmail.com 

8. Dr. Susruta Sen MD 
(Biochemistry), 
DNB, PG Dip 
Diabetology, 
PGDHHM 

(Symbiosis) 

Director, 
Department of Lab 
Medicine 
NABL Lead 
Assessor 

President, ACCLMP 

CK-Birla 
Hospitals-CMRI 
(The Calcutta 
Medical Research 
Institute) & BM 
Birla Heart 
Research Centre, 
Kolkata 

 

 

 

susrutasen@ckbirlahospitals.com 

mailto:sharmistha_choudhuri@yahoo.in
mailto:dr.sayantandasgupta@gmail.com
mailto:dr.sayantandasgupta@gmail.com
mailto:susrutasen@ckbirlahospitals.com


III  

 

 

From the desk of Editor-In-Chief 
 

Newer strategies of vaccine development: facing the challenge of newly mutated covid-
19 strains: 

Since 2019, the novel COVID-19 virus has been the most important biological factor for large scale morbidity, 
mortality and increased financial crisis throughout the world. Keeping at pace with this crisis, the human 

intelligence has been seeking an optimum and effective long term remedial measure against this microbial menace. 
As in other similar previous challenges, development of a robust and effective vaccination system has been planned 
and implemented since last two years. But, with the recent outbreak of BF.7 variant of the COVID-19 in some parts 
of the world, the vaccination strategies which are being undertaken throughout the world since last two years are 
facing some crucial challenge and indicate strongly that these strategies are  still under evolution for attaining 
more competence.  

Regarding the peptide vaccines, till now the envelope proteins have been the common targets for development of 

vaccines and the major manufacturers of covid vaccines like Oxford University and Astrazeneca, Pfizer and 
BioNTech have prepared SARS-CoV-2 vaccines against the spike protein gene which is an important component of 
the envelope proteins of the virus. These vaccines have worked well and have been extremely beneficial for their 
potentiality of being used wide scale with limited side effects among all age groups throughout the world. But with 
continuous advent of newer strains of viruses, the ensuing changes in their envelope coding genes have been marked 
also. The most plausible reason for this frequent mutation in envelope proteins is their constant exposure to the 
exterior environment where they go through a continuous  selection pressure of evolution. The alpha variants 
(B.1.1.7), delta variants (B.1.617), and the omicron variant (B.1.1.529) are classical examples of different variants 
that have evolved through mutation in the spike proteins in their envelope. The recent BF.7 variant, also known as 
BA.5.2.1.7 is also a subvariant of omicron sub-lineage B.A.5. All these facts herald an uncertainty about the long 
lasting efficacy of the present vaccines produced against the envelope proteins against forthcoming newer strains of 

the covid-19 virus.  

In contrast to the envelope proteins, the nucleocapsid proteins of the virus are much more deeply buried withing the 
core of the virus and so are spared from a continuous exposure to the exterior surface where they might be detected 

by surveillance mechanisms of the host cells inducing them to mutate and thereby avoid future detection. Due to the 
deep burial, the genes for the nucleocapsid proteins do not face a constant evolutionary selection pressure and so 
are much more stable and do not mutate readily. Indeed, the nucleocapsid proteins show highly conserved areas 
among different strains of coronaviruses. Moreover, these highly conserved regions are very competent immune 
inducers in humans and are highly expressed during the infectious stages. The lower rate of mutagenicity in these 
proteins is further supplemented by their significant proneness to be discovered by our immune surveillance cells as 
the circulating CD4+ AND CD8+ cells have been found to recognise a lot of domains of nucleocapsid proteins and 
thereby are capable to generate a long lasting immunity against the virus for many decades. So, identification of the 
peptide target regions on these nucleocapsid proteins are becoming significantly important for newer vaccine 
development strategies. But the major challenge is to identify the peptide regions of the nucleocapsid proteins are to 
find a highly conserved region throughout the globe for fighting a global pandemic like Covid-19. However, with 
advent of science and highly developed computational techniques at a state of art level, this challenging task seems 
possible in vaccine developing labs. When this computational techniques are applied to widespread analysis of 
conserved sequence areas of the peptides using the sequence based method for vaccine development, the cognate 
regions on nucleocapsid peptides can be easily discovered which are recognised by the MHC I and II receptors. 

Moreover, the computational methods can also delineate the structure function relationships between the 
immunogenic peptide regions and their cognate MHC binding sites by analysing the peptide bound HLA structural 
characteristics i.e the p-HLA structural features in their bound states.  

Thus, the combined use of sequence based analysis and structural characteristics of the p-HLA have created the 

potentiality for developing several p-HLA arena environments which with the help of advanced computational 
techniques are paving ways for developing newer effective vaccines using the nucleocapsid peptides with longer 
term efficacy against the novel corona viruses. 

The well known capability of SARS-2 Covid 19 virus to recombine and mutate is a challenge for us. But with the 

advent of computational techniques in sequence based analysis and combinatorial approach for vaccine 
development, vaccines with long lasting efficacy against these frequent mutations are being developed producing a 
sigh of relief among billions of us throughout the world.  

 

 

 


