ANALYSIS OF BLOOD SAMPLES FOR COUNTING LEUKEMIA CELLS USING SUPPORT VECTOR MACHINE AND NEAREST NEIGHBOR

ABSTRACT
Leukaemia is a group of cancers that usually begins in the marrow and results in high numbers of abnormal white blood cells. Leukemia cells are abnormal cells that cannot do what normal blood cells do.  These white blood cells are not fully developed and are called blasts or leukemia cells. Symptoms may include bleeding and bruising problems, feeling very tired, and an increased risk of infections. These symptoms occur due to a lack of normal blood cells. Diagnosis is typically by blood tests or bone marrow biopsy. In clinical bioinformatics they have allowed construction of powerful experimental cancer diagnostic models based on gene expression data with thousands of variables and as little as few dozen samples. Moreover, several efficient and high-quality implementations of SVM algorithms facilitate application of these techniques in practice. The real power of Support Vector Machines is to map the data (implicitly) to a higher dimensional space via a kernel function and then identify the maximum-margin hyper plane that separates training instances. 






EXISTING SYSTEM
An automated method to detect Acute Leukemia blast cells from human microscopic blood images. It comprises four basic modules. First, de-noising module performs two staged noise reduction by 2D PCA and LPG. Secondly, The contrast enhancement section includes color space conversion and morphological filtering based on pixel intensities. Thirdly, in threshold selection module, threshold value is determined using two methods namely, Edge Sensitive Variational Thresholding and Otsu’s Thresholding. Finally, Blast cells are segmented based on threshold value obtained from these two methods. Morphological operations and Connected Component Analysis are used to count the number of blast cells present in the images. 
DISADVANTAGES:
· The main disadvantage of Otsu method is its complex computation and processing time
· Counting accuracy is low.








PROPOSED SYSTEM
	Leukemia cells are abnormal cells that cannot do what normal blood cells do.  Analysis of blood samples for counting leukemia cells is proposed in this system. Support vector machine and nearest neighbour concept will be used for this process. By identifying and counting blood cell within the blood smear using classification techniques it’s quite possible to detect so many diseases.  The identification of blood disorders, it can lead to classification of certain diseases related to blood. Several classification techniques are investigated till today. One of the best methods for classification techniques are nearest neighbor and SVM (Support Vector Machine). The real power of Support Vector Machines is to map the data (implicitly) to a higher dimensional space via a kernel function and then identify the maximum-margin hyper plane that separates training instances. The main idea of KNN is that it treats all samples as points in the m Dimensional space (where m is the number of variables) and given an unseen sample x, the algorithm classifies it by a vote of K nearest training instances as determined by some distance metric, typically Euclidian distance.

ADVANTAGES
· K Nearest neighbor is versatile in nature i.e useful for regression and classification.
· High accuracy using SVM and KNN




SYSTEM REQUIREMENT:

HARDWARE REQUIREMENTS:
 
Processor			:	Intel Core i3 Processor
Speed				:   	2.5 GHz
RAM				:   	2GB (min)
Hard Disk			:	500MB
Key Board			:   	Standard Windows Keyboard
Mouse			:    	Two or Three Button Mouse
Monitor			:    	LCD

SOFTWARE CONFIGURATION:
 
Operating System		:	Windows 7 / 10
Environment		:	MATLAB
Matlab			:	Version 18a
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