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Raghu, R., EVS Kumar, A., Biswas, S., Kumar, A., Chaubey, S., Siddiqi, M.I. & Habib, S. (2007). 
Nuclear gyrB encodes a functional subunit of the Plasmodium falciparum gyrase that is ionvolved in 
apicoplast DNA replication. Mol. Biochem. Parasit. 154, 30-39.

Agrawal, H., Kumar, A., Bal, N.C., Siddiqi M.I., and Arora, A. (2007). Ligand based Virtual 
Screeening and Biological Evalution of Inhibitors of Chorismate Mutase (Rv1885c) from 
Mycobacterium tuberculosis H37Rv. Bioorg. Med. Chem. Lett. 17, 3053-3058.

2006

Lakshmi, M., Dixit, A. & Saxena, A. K. (2006). QSAR studies on cis-hexa and 
tetrahydrophthalaziones: A new class of PDE-4 inhibitors. Indian J. Chem. 45A, 34-45.

Saxena, A. K. & Schaper, K. J. (2006). QSAR analysis of the time- and dose-dependent anti-
inflammatory in vivo activity of substituted imidazo[1,2-a] pyridines using artificial neural networks. 
QSAR & Combinatorial Science. 25, 590-597.
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Saxena, A. K. & Prathipati, P. (2006). Collection and preparation of molecular databases for virtual 
screening. SAR & QSAR Environ. Res. 17, 371-392.

2005

Rao, j., Chakraborty, R., Roy, R., Mishra, A. & Saxena, A. K. (2005). A Convenient stereospecific 
synthesis of substituted 1,2,3,4,6,6a,7,11b,12,12a-decahydropyrazino-[1’,2’:1,6]pyrido[3,4-
b]indoles. Arkivoc, 2, 20-28.

Srivastava, S.K., Dube, D., Tewari, N., Dwivedi, N., Tripath, R.P. & Ravishankar, R. (2005). 
Mycobacterium tuberculosis NAD+  -dependent DNA ligase is selectively inhibited by glycosylamines 
compared with human DNA ligase 1. Nucl. Acids Res. 33, 7090-7101.

Srivastava, S. K., Tripati, R. P. & Ravishankar, R. (2005).  NAD+-dependent DNA ligase(rv3014c) 
from M.tuberculosis:Crystal structure of the adenylation domain and identification of novel 
inhibitors, J. Biol. Chem. 280, 30273-30281.

2004

Dixit, A., Kashaw, S.K., Gaur, S. & Saxena, A.K. (2004). Development of CoMFA, advance CoMFA 
and CoMSIA models in pyrroloquinazolines as thrombin receptor antagonist. Bioorg. Med. Chem. 12, 
3591-3598.

Rathi, L., Kashaw, S.K., Dixit, A., Pandey, G. & Saxena, A.K. (2004). Pharmacophore identification 
and 3D-QSAR studies in N-(2-benzoyl phenyl)-L- tyrosines as PPAR agonists. Bioorg. Med. Chem. 
12, 63-69.

2003

Saxena, A.K., Ram, S., Saxena, M., Singh, N., Prathipati, P., Jain, P.C., Singh, H.K., & Anand, N. 
(2003). QSAR studies in substituted 1,2,3,4,6,7,12,12a-octahydro-pyrazinop[2’,1’:6,1]pyrido[3,4-
b]indoles- A potent class of neuroleptics. Bioorg. Med.Chem. 11, 2085-2090.

Kashaw, S.K., Rathi, L., Mishra, P. & Saxena, A.K. (2003). Development of 3D-QSAR models in 
cyclic ureidobenzenesulfonamides: human beta3-adrenergic receptor agonist. Bioorg. Med.Chem. 
Lett. 13, 2481-2484.

Saxena, A.K. & Prathipati, P. (2003). Comparison of MLR, PLS and GA-MLR in QSAR analysis. SAR 
and QSAR in Environmental Research, 14, 433-445.

2002

Babu, M.A., Shakya, N., Prathipati, P., Kaskhedikar, S.G. & Saxena, A.K. Development of 3D-QSAR 
models for 5-Lipoxygenase antagonists: Chalcones. Bioorg. Med.Chem. 10, 4035-4041.

Gupta, N.K., Mishra, P., Prathipati, P. & Saxena, A.K. (2002). 2D- QSAR in hydroxamis acid 
derivatives as peptide deformylase inhibitors and antibacterial agents. Bioorg. Med.Chem. 10, 3713-
3716.
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CENTRE FOR CELLULAR & MOLECULAR BIOLOGY, HYDERABAD.

2007

Ganesh, B. & Somdatta, S. (2007). Assortative mixing in Protein Contact Networks and protein 
folding kinetics. Bioinformatics, 23, 1760-1767.

Maithreye, R. & Somdatta, S. (2007). Propagation of extrinsic perturbation in a negatively auto-
regulated pathway. Phys. Biol., 4, 48-59, 

Rajesh, S., Sudeshna, S. & Somdata, S. (2007). Synchronization in coupled cells with activator-
inhibitor pathways. Phys. Rev. E75, 011906.

Shajahan, T.K., Sinha, S., & Pandit, R. (2007). Cardiac arrhythmias depend sensitively on 
inhomogeneities in ventricular tissue. Phys.Rev. E75, 011929.

2006

Sridhar, S., Babu, A. V. & Guruprasad, K. (2006). PSSARD (2.0): A database server for making 
flexible queries relating amino acid sequences to main-chain secondary structure conformations for 
proteins of known three-dimensional structure and certain useful applications. Int. J. Biol. Macromol. 
41, 109-113.

Guruprasad, K., Kartik, V. J., Lavanya, T. & Guruprasad, L. (2006). Juxtaposed half-cystines as 
disulphide bridged partners in protein tertiary structure. Protein Pept. Lett. 13, 577-579.

Jai, K., V, Lavanya, T. & Guruprasad, K. (2006). Analysis of disulphide bond connectivity patterns in 
protein tertiary structure.  Int. J. Biol. Macromol. 38, 174-179.

Jehan, Z., Vallinayagam, S., Tiwari, S., Pradhan, S., Singh, L., Suresh, A., Reddy, H. M., Ahuja, Y. 
R. & Jesudasan, R. A. (2006). Novel noncoding RNA from human Y distal heterochromatic block 
(Yq12) generates testis-specific chimeric CDC2L2. Genome Res. 17, 433-440.

* Amritkar, R.E. & Rangarajan, G. (2006). Spatial synchronization and extinction of species under 
external forcing. Phys.Rev.Lett. 96, 258102.

2005

Guruprasad, K., Savitha, S. & Babu, A. V. (2005). Computational tools for the analysis of 
heteroatom groups and their neighbours in protein tertiary structure. Int. J. Biol. Macromol. 37, 35-
41.

Guruprasad, K., Srikanth, K. & Babu, A. V. (2005). PSSARD: protein sequence-structure analysis 
relational database. Int. J. Biol. Macromol. 36, 259-262. 

Kotu, A. & Guruprasad, K. (2005). The automatic detection of known beta-propeller structural motifs 
from protein tertiary structure. Int. J. Biol. Macromol. 36, 176-183. 

Bagler, G. & Sinha, S. (2005). Network properties of protein structures. Physica A,  346, 27-33.

Sharadadevi, A., Sivakamasundari, C. & Nagaraj, R. (2005). Amphipathic alpha-helices in proteins: 
results from analysis of protein structures. Proteins Str. Fn. Bioinf. 59, 791-801.
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Thangaraj, K., Chaubey, G., Kivisild, T., Reddy, A.G., Singh, V.K., Rasalkar, A.A. & Singh, L. (2005). 
Reconstructing the origin of the Andaman islanders. Science, 308, 996.

Thangaraj, K., Chaubey, G., Kivisild, T., Reddy, A.G., Singh, V.K.,  Rasalkar, A.A. & Singh, L. 
(2005). Tracing modern human origins. [Response]. Science, 309, 1996-1997. 

Suguna, C. & Somdatta, S. (2005). Dynamics of coupled cell-systems. Physica A, 346, 154—164.

2004

* Adindla, S., Guruprasad, K. & Guruprasad, L. (2004). Three-dimensional models and structure 
analysis of corynemycolyltransferases in Corynebacterium glutamicum and Corynebacterium 
efficiens. Int. J. Biol. Macromol. 34, 181-189.

Guruprasad, K. & Dhamayanthi, P. (2004). Structural plasticity associated with the beta-propeller 
architecture. Int. J. Biol. Macromol. 34, 55-61.

* Adindla, S., Inampudi, K. K., Guruprasad, K. & Guruprasad, L. (2004). Identification and analysis 
of novel tandem repeats in the cell surface proteins of Archaeal and Bacterial genomes using 
computational tools. Compar. Func. Genom. 5, 2-16.

Basu, M. K. & Mishra, R. K. (2004). Bioinformatics and the art of sequence analysis.  Recent adv. in 
biotech. 24-48.

Sabarinadh, C., Subramanian, S., Tripathi, A. & Mishra, R.K. (2004). Extreme conservation of 
noncoding DNA near HoxD complex of vertebrates. BMC Genomics, 5, 75.

* Singh, B. K., Rao, J. S., Ramaswamy, R. & Sinha, S. (2004). The role of heterogeneity on the 
spatiotemporal dynamics of host-parasite metapopulation. Ecolo. Model. 180, 435-443.

Sinha, S. (2004). Multiplicity in non-linear systems. In: Understanding change: models, 
methodologies and metaphors, Basingstoke, 51-57.

Singh, B. K., Chattopadhyay, J. & Somdatta, S. (2004). The role of virus infection in a simple 
phytoplankton-zooplankton system. J. Theor. Biol., 231, 153-166.

2003

Guruprasad, K. & Kumari, K. (2003). Three-dimensional models corresponding to the C-terminal 
domain of human alphaA and alphaB crystallins based on the crystal structure of the small heat-
shock protein HSP16.9 from wheat. Int. J. Biol. Macromol. 33, 107-112.

* Guruprasad, K., Rao, M. J., Adindla, S. & Guruprasad, L. (2003). Combinations of turns in 
proteins. J. Pept. Res. 62, 167-174.

* Guruprasad, K., Shukla, S., Adindla, S. & Guruprasad, L. (2003). Prediction of gamma-turns from 
amino acid sequences. J. Pept. Res. 61, 243-251.

Guruprasad, K. & Shukla, S. (2003). Prediction of beta-turns from amino acid sequences using the 
residue-coupled model. J. Pept. Res. 61, 159-162.

Guruprasad, K., Kanagavel, P., Srikanth, K., Radhika, K. & Sonal, S. (2003). Analysis of US patents 
granted to Indian Inventors. J. Intellectual Property Rights (JIPR), 8, 205-212.
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Subramanian, S., Madugula, V. M., George, R., Satishkumar, Pandit, M.W. & Singh, L. (2003). 
SSRD: simple sequence repeat database for human genome.  Comp. Funct. Genomics, 4, 342-245.

Nita, P. & Somdatta, S. (2003). Controllability of Spatiotemporal Systems Using Constant Pinnings. 
Physica A, 318, 200-212.

2002 

Suguna, C. & Somdatta, S. (2002). Cellular Dynamics in Noisy Environment. Fluct. Noise Lett., 2, 
L313-L326.

Nita, P. & Somdatta, S. (2002). Controlling Dynamics in Spatially Extended Systems. Phys. Rev. E, 
65, 0362271 – 0362279.

CENTER FOR DNA FINGERPRINTING AND DIAGNOSTICS, 
HYDERABAD.

2007

Mudunuri, S. B. & Nagarajaram, H. A. (2007).  IMEX: Imperfect Microsatellite Extractor. 
Bioinformatics (In Press).

* Vidyasagar et. al., (The NMITLI-BioSuite Team) BioSuite: A comprehensive bioinformatics 
software package (A unique industry academia collaboration). Curr. Sci. 92, 29-38.

Sreenu, V. B., Kumar, P., Nagaraju, J. & Nagarajaram, H. A. (2007). Simple sequence repeats in 
mycobacterial genomes. J. Biosci. (An invited article in the peer-reviewed special issue on 
Computational Biology) 32, 1-15. 

Sailu, Y., Goyal, K. & Mande, S. C. (2007). Inferring genome-wide functional linkages in prokaryotes 
by combining improved genome context methods. Genome Res. (In Press).

Ahmed, N., Majeed, A. A., Ahmed, I., Hussain, M. A., Alvi, A., Manjulata, D. S., Rizwan, M., Ranjan, 
A., Sechi, L. A. & Mégraud, F. (2007). genoBASE pylori, A genotype search tool and database of the 
human gastric pathogen Helicobacter pylori. Infect. Genet. Evol. (In Press).

Meglecz, E., Anderson, S. J., Bourguet, D., Butcher, R., Caldas, A., Cassel-Lundhagen, A., d'Acier, A. 
C., Dawson, D. A., Faure, N., Fauvelot, C., Franck, P., Harper, G., Keyghobadi, N., Kluetsch, C., 
Muthulakshmi, M., Nagaraju, J., Patt, A., Petenian, F., Silvain, J. F. & Wilcock, H. R. (2007). 
Microsatellite flanking region similarities among different loci within insect species. Insect Mol. Biol.
(In press). 

Archak, S., Meduri, E., Sravana, K. P. & Nagaraju, J. (2007). InSatDb, A microsatellite database of 
fully sequenced insect genomes. Nucl. Acids Res. 35, D36 - D39.

2006

Sreenu, V. B., Kumar, P., Nagaraju, J. & Nagarajaram, H. A. (2006). Microsatellite polymorphism 
across the M. tuberculosis and M. bovis genomes, Implications on genome evolution and plasticity.
BMC Genomics, 7, 78.
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Achary, M. S., Reddy, A. B., Chakrabarti, S., Panicker, S. G., Mandal, A. K., Ahmed, N., 
Balasubramanian, D., Hasnain, S. E. & Nagarajaram, H. A. (2006). Disease Causing Mutations in 
Proteins, Structural Analysis of the CYP1b1 Mutations Causing Primary Congenital Glaucoma in 
Humans. Biophy. J. 91, 4329-4339. 

Goyal, K., Qamra, R. & Mande, S. C. (2006). Multiple gene duplication and rapid evolution in the 
groEL gene, functional implications.  J. Mol. Evol.  63, 781-787.

Vindal, V., Ranjan, S. & Ranjan, A. (2006) In silico Analysis and Classification of Mycobacterium 
tuberculosis putative GntR transcription regulators. Tuberculosis (In Press). 

Ranjan, S., Gundu, R. K. & Ranjan, A. (2006). MycoperonDB, A database of computationally 
identified operons and transcriptional units in Mycobacteria. BMC Bioinformatics, 7, S5.

Ranjan, S., Seshadri, J., Vindal, V., Yellaboina, S. & Ranjan, A. (2006). iCR, A web tool to identify 
conserved targets of a regulatory protein across the prokaryotic species. Nucl. Acids Res. 34, W584-
W587.

Ranjan, S., Yellaboina, S. & Ranjan, A. (2006). IdeR in mycobacteria, From target recognition to 
physiological function. Crit. Rev. Microbiol. 32, 69-75.

Yellaboina, S., Ranjan, S., Vindal, V. & Ranjan, A. (2006). Comparative analysis of Iron Regulated 
genes in mycobacteria. FEBS Lett. 580, 2567-2576.

Bocxlaer, IV, Roelants, K., Biju, S. D., Nagaraju, J. & Bossuyt, F. (2006). Late cretaceous vicariance 
in gondwanan amphibians. PLoS ONE, 1, e74.

Arunkumar, K. P. &  Nagaraju, J. (2006). Unusually long palindromes are abundant in mitochondrial 
control regions of insects and nematodes. PLoS ONE, 1, e110.

Gandhe, A. S., Arunkumar, K. P., John, S. H. & Nagaraju, J. (2006). Analysis of bacteria-challenged 
wild silkmoth, Antheraea mylitta (lepidoptera) transcriptome reveals potential immune genes. BMC 
Genomics,7, 184.

Archak, S. & Nagaraju, J. (2006). Eicosapentapeptide repeats (EPRs), novel repeat proteins specific 
to flowering plants. Bioinformatics, 22, 2455-2458.

Arunkumar, K. P., Metta, M. & Nagaraju, J. (2006). Molecular phylogeny of silkmoths reveals the 
origin of domesticated silkmoth, Bombyx mori from Chinese Bombyx mandarina and paternal 
inheritance of Antheraea proylei mitochondrial DNA. Mol. Phylogenet. Evol. 40, 419-427.

2005

Cheeran, A., Suganthan, R. B., Swapna, G., Bandey, I., Acharya, S., Nagarajaram, H. A. & Sen, R. 
(2005). E. coli RNA polymerase mutations located near the upstream edge of RNA,DNA hybrid and 
the beginning of the RNA exit channel are defective for transcription antitermination by N protein 
from lambdoid phage H-19B. J. Mol. Biol. 352, 28-43.

Prasad, M. D., Muthulakshmi, M., Arunkumar, K. P., Madhu, M., Sreenu, V. B., Pavithra, V., Bose, 
B., Nagarajaram, H. A., Mita, K., Shimada, T. & Nagaraju, J. (2005). SilkSatDb, A microsatellite 
database of the silkworm, Bombyx mori. Nucl. Acids Res. 33, D403-D406.

Prakash, P., Yellaboina, S., Ranjan, A. & Hasnain, S. E. (2005). Computational prediction and 
experimental verification of novel IdeR binding sites in the upstream sequences of Mycobacterium 
tuberculosis ORFs. Bioinformatics, 21, 2161-2166. 
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Prasad, M. D., Muthulakshmi, M., Madhu, M., Archak, S., Mita, K., Nagaraju, J. (2005). Survey and 
analysis of microsatellites in the silkworm, Bombyx mori, frequency, distribution, mutations, marker 
potential and their conservation in heterologous species. Genetics, 169, 197-214.

2004

Ahmed, K., Ramesh, G., Srinivas, O., Ramulu, P., Laxman, N., Tasneem, R., Deepak, M., Achary, M. 
S. & Nagarajaram, H. A. (2004). Design, Synthesis, and Evaluation of Mixed Imine-Amine 
Pyrrolobenzodiazepine Dimers with Efficient DNA-Binding Affinity and Potent Cytotoxicity. Bioorg.  
Med. Chem. 12, 5427-5436. 

Majeed, A. A., Ahmed, N., Rao, K. R., Ghousunnissa, S., Kausar, F., Bose, B., Nagarajaram, H. A., 
Katoch, V. M., Cousins, D. V., Sechi, L. A., Gilman, R. H. & Hasnain, S. E. (2004). AmpliBASE MTTM, 
A Mycobacterium tuberculosis diversity knowledgebase. Bioinformatics, 20,989-992.

Yellaboina, S., Ranjan, S., Chakhaiyar, P., Hasnain, S. E. & Ranjan, A. (2004). Prediction of DtxR 
regulon, Identification of binding sites and operons controlled by Diphtheria toxin repressor in 
Corynebacterium diphtheriae. BMC Microbiol. 4, 38.

Yellaboina, S., Seshadri, J., Kumar, M. S. & Ranjan, A. (2004). Predictregulon, A webserver for the 
prediction of the regulatory protein binding sites and operons in prokaryote genomes Nucl. Acids 
Res. 32, W318-W320.

2003

Sreenu, V. B. Ranjitkumar, G., Swaminathan, S., Priya, S., Bose, B., Pavan, M. N., Geetha, T., 
Nagaraju, J. & Nagarajaram, H. A. (2003). MICAS, A fully automated web server for microsatellite 
extraction and analysis from prokaryote and viral genomic sequences. Appl. Bioinformatics, 2, 165-
168. 

Ranjit, K., Pavan, G. N., Bose, M., Swaminathan, B., Thanu, S. G., Prashanthi, P. P., Sreenu, V. B. 
Achary, M. S. & Nagarajaram, H. A. (2003). EMBnet India Node (EIN) at the Centre for DNA 
Fingerprinting and Diagnostics, Serving the Indian sub-continent in Bioinformatics. Bioinformatics 
Ind. 2, 67-77.

Sreenu, V. B., Vishwanath, A., Nagaraju, J. & Nagarajaram, H. A. (2003). MICdb, Database of 
Prokaryotic Microsatellites. Nucl. Acids Res. 31, 106-108. 

Yellaboina, S., Chakhaiyar, P., Hasnain, S. E., & Ranjan, A. (2003). Computational prediction of 
DtxR regulon-A Dissection of physiological process controlled by DtxR in Corynebacterium species. 
Proceedings of IEEE Computational System Bioinformatics Conference, 442-443.

2002

Kamal, A., Laxman, N., Ramesh, G., Ramulu, P., Srinivas, O., Neelima, K. Kondapi, A. K., Sreenu, V. 
B. & Nagarajaram H. A. (2002). Design, synthesis, and evaluation of new non-cross linking 
pyrrolobenzodiazepine dimers with efficient DNA-binding ability and potent antitumour activity J. 
Med. Chem. 45, 4679-4688. 

* Narayanan, E., Nagarajaram, H. A, Ramakrishnan, C. & Srinivasan, N. (2002). Influence of solvent 
molecules on the stereochemical code of glycine residue. Proteins, 49, 326-334. 
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Panicker, S. G., Reddy, A.B.M., Mandal, A. K., Ahmed, N., Nagarajaram, H. A., Hasnain, S. E. & 
Balasubramanian, D. B. (2002). Identification of novel mutations causing familial primary congenital 
glaucoma in Indian pedigrees. Invest. Ophthalmol. Vis. Sci. 43, 1358-1366. 

Qamra, R., Taneja, B. & Mande, S. C. (2002). Identification of conserved residue patterns in small ß-
barrel proteins.  Prot. Eng. 15, 967- 977.

Prasad, M. D., Nurminsky, D. L. & Nagaraju, J. (2002). Characterization and molecular phylogenetic 
analysis of mariner elements from wild and domesticated species of silkmoths. Mol. Phylogenet. 
Evol. 25, 210-217.

CHARAN SINGH UNIVERSITY, MEERUT.

2007
Mohan, A., Goyal, A., Singh, R., Balyan, H. S. & Gupta, P. K. (2007). Physical Mapping of Wheat and 
Rye Expressed Sequence Tag–Simple Sequence Repeats on Wheat Chromosomes. Crop sci. 47, 3-
13.

2005

Singh, R., Kumar, N., Bandopadhyay, R., Rustgi, S., Sharma, S., Balyan, H. S. & Gupta, P. K. 
(2005). Development and use of anchored-SSRs to study DNA polymorphism in bread wheat 
(Triticum aestivum L).  Mol. Ecol. Notes, 6, 296-299.

2003

Gupta, P. K., Rustgi, S., Sharma, S., Singh, R., Kumar, N. & Balyan, H. S. (2003). Transferable EST-
SSR markers for the study of polymorphism and genetic diversity in bread wheat. Mol. Genet. 
Genomics, 270, 315-323.

DELHI UNIVERSITY, NEW DELHI.

2007

* Singh, S., Samal, A., Giri, V., Krishna, S., Raghuram, N. & Jain, S. (2007). A Universal power law 
and proportionate change process characterizes the evolution of metabolic networks. Euro. Phys. J. 
B, 57,75-80.

2006

* Samal, A., Singh, S., Giri, V., Krishna, S., Raghuram, N. & Jain, S.(2006). Low Degree metabolites 
explain essential reactions and enhance modularity in biological networks. BMC Bioinformatics,  7, 
118.

DIRECTORATE OF RICE RESEARCH, HYDERABAD.

2007

Rajendrakumar, P., Biswal, A.K., Balachandran, S.M., Ramesha, M.S., Viraktamath, B.C. & Sundaram, 
R.M. (2007). A mitochondrial repeat specific marker for distinguishing wild abortive type cytoplasmic 
male sterile rice lines from their cognate isogenic maintainer lines. Crop sci. 47, 207-211.
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Jaikishen, I.,  Ramesha, M. S., Rajendrakumar, P., Rao, K. S., Neeraja, C. N., Balachandran, S. M., 
Viraktamath, B. C., Sujatha, K. & Sundaram, R. M. (2007). Characterization of genetic diversity in 
hybrid rice parential lines using EST-derived and non-EST SSR markers. Rice Genet. Newslett. 23, 24-
28.

2006

Rajendrakumar, P., Biswal, A.K., Balachandran, S.M., Srinivasarao, K. & Sundaram, R.M. (2006). 
Simple sequence repeats in organellar genomes of rice: frequency and distribution in genic and 
intergenic regions. Bioinformatics, 23, 1-4.

Singh, S.P., Sundaram, R.M., Biradar, S.K., Ahmed, M.I., Viraktamath, B.C. & Siddiq, E.A. (2006). 
Identification of simple sequence repeat markers for utilizing wide-compatibility genes in inter-
subspecific hybrids in rice. Theor. Appl. Genet. 113, 509-517.

GOVIND BALLABH PANT UNIVERSITY, PATNAGAR.

2007

Singh, H., Marla, S. S. & Verma, D. (2007). Comparative Analysis of MMFF94x and AMBER99 force 
fields using Aspartic Proteases, Serine Proteases, Metallo-Proteases and Sugar-Binding Proteins as 
different data sets. Online J. Bioinfo. 8, 45-55.

2006

Soma Marla et al, (2006), Comparative Structure and function analysis of chorismate synthase 
genes in Prevotella rumnicola. Online J. Bioinfo. 7, 35-45.

2005

Naik, P. & Marla, S. (2005). Promoter analysis in E. coli using Positional similarity scoring matrix. 
Bioinfo. J. 3, 59-63.

INDIAN AGRICULTURAL RESEARCH INSTITUTE, NEW DELHI.

2006

Pathak, H., Wassmann, R., Li, C.R. & Ladha, J.K. (2006). Simulation of Nitrogen Balance in the Rice-
Wheat Systems of the Indo-Gangetic Plains. Soil Sci. Soc. Am. J. 70, 1612-1622.

Pathak, H., Singh, R., Bhatia, A. & Jain, N. (2006).  Recycling of rice straw to improve Crop yield 
and soil fertility and reduce atmospheric pollution. Paddy Water Environ. 4, 111-117.

Maiti, D., Das, D. K. & Pathak. H. (2006). Fertilizer requirement for irrigated wheat in eastern India 
using the QUEFTS simulation model. Sci. World J. 6, 231–245.

Aggarwal, P. K., Kalra, N., Chander, S. & Pathak, H. (2006). InfoCrop: A dynamic Simulation model 
for the assessment of crop yields, losses due to pests, and environmental impact of agro-
ecosystems in tropical environments. I. Model description. Agril. Systems. 89 , 1-25.

Aggarwal, P. K., Banerjee, B., Daryaei, M. G.,  Bhatia, A.,  Bala, A.,  Rani, S., Chander, S.,Pathak, 
H. & Kalra, N. (2006). InfoCrop: A dynamic simulation model for the assessment of crop yields, 
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losses due to pests, and environmental impact of agro-ecosystems in tropical environments. II. 
Performance of the model. Agril. Systems. 89, 47-67.

INDIAN ASSOCIATION FOR THE CULTIVATION OF SCIENCE, 
KOLKOTA.

2005

* Mallick, B., Chakrabarti,J., Satyabrata, S., Ghosh, Z.,& Smarajit, D. (2005). Identity Elements of 
Archaeal tRNA. DNA Res.  12, 235-246.

* Ghosh, Z., Chakrabarti,J., Mallick, B., Smarajit, D., Satyabrata, S. & Harmeet, S. S. (2005). tRNA-
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