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The revolutions in biotechnology and information technology 
have created clinical data, which enhance biological knowledge. This 
knowledge alters elaborated descriptions of assorted healthy and 
pathologic states and responses to therapies. For the investigation 
of the physiology and pathology of the immune responses, pc and 
mathematical models are employed in the last decades, sanctionative 
the illustration of biological processes. During this modeling effort, a 
significant issue is depicted by the communication between models that 
job at cellular and molecular level, that is, multi scale illustration. Here 
we tend to sketch some tries to model system dynamics at each levels.

The immune system aims to shield the body from infective diseases 
and against the microbes (virus, bacteria, and parasites) that are 
recognized as extraneous. The process of the host connects the answers 
given by the innate (or natural) and reconciling system, wherever 
cells and molecules perform along. AN initial part of defense against 
microbes is well-found by physical barriers, soluble mediators, and 
specialised killer cells [1]. The identification of a similar structures 
in teams of microbes is given by cellular receptors that are referred 
to as “pattern-recognition receptors”; Toll-like receptors (recognize 
microorganism peptides, flagellin, lipopolysaccharide, and alternative 
biological elements), mannose receptors (bind the saccharide fragments 
with the pathogen), and seven-transmembrane spanning receptors 
(initiated by microorganism peptides or by endogenous chemokines) 
are the weather of this composition of cellular receptors [2]. Animal 
tissue surfaces (skin and tissue layer surface of the gastrointestinal and 
metabolism tracts) and also the blood clotting systems are the physical 
barriers that are used as filters for extraneous agents. Within the innate 
system the specialised effector cells, granulocytes and macrophages, 
move towards the microbes killing them with bodily function. Due to 
natural killer-NK-cells these microbes is eliminated by cathartic lytic 
substances [3]. The neutrophils and basophils have aimed to eliminate 
bacterium and parasites. The NK cells kill infected cells each by the 
cathartic of perforins and granzymes and activating the macrophages. 
These parts are the protagonists of the innate system.

The revolutions in biotechnology and information technologies 
have created clinical data, which enhance biological knowledge. This 
knowledge alters elaborated descriptions of assorted healthy and 
pathologic states and responses to therapies.

For the investigation of the physiology and pathology of the 
immune responses, pc and mathematical models are employed in the 
last decades, sanctionative the illustration of biological processes.

In the example of molecular level we tend to report the event of 
the theoretical basis and also the properties of a unique predictor, 
NGlycPred which predicts the glycan occupancy

Glycosylation plays a vital role in an exceedingly variety of 
biological processes starting from folding to reaction. A ubiquitous 
t co/posttranslational modification in eukaryotic cells is depicted 
in N-linked glycosylation; this event happens once the aborning 
supermolecule is extruded into the endoplasmic reticulum. N-linked 
glycosylation happens with the attachment of glycan to the organic 
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compound atomic number 7 of asparagines. This method is especially 
shown within the sequons N-X-T and N-X-S (X is any customary 
organic compound except proline). Not all N-X-T/S sequons is 
glycosylated, however victimisation a correct formula might predict the 
glycan occupancy [4]. However, the utilization of proteins structural 
data is very important for the prediction of N-glycan occupancy. These 
sequons are essential for understanding and victimisation the ever-
present co/posttranslational super molecule modification.

In this paper we have in short delineate the issues baby-faced once 
one desires to link mathematical or machine models across completely 
different time and length scales [5]. The system may be an advanced 
biological system and this quality arises from collective behavior and 
also the rising of properties at multiple levels. This initially requires 
the analysis of large quantities of clinical and basic biology knowledge 
either no heritable by direct measurements or by accessing a range 
of sources. This knowledge has to be compelled to be integrated into 
varied network models or multi scale models. Models are a basic step 
within the scientific discovery, however building a decent model may 
be an onerous task.
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