THHILRG MM ARG 4 & 11
ISSN: 2661-3719(Print); 2661-3727(Online)

@ Universe
W S Publishing

H T =% BB AR 0 R £ 3 I 1858 5 R L R4 i

B 3l

P. Kiran Sreel, Sssn Usha Devi N.2

1 EDE HEHEFLPER Shri Vishnu ZF LREZRITENAZE TER

2EIE REME HRLMAUR « BREBEARZRZTEZRTENMESTESR
BB AR T T AR I I BUHU RO B PR 2 SR v AT — R B, el LA SRR L
U B T SRR R KB OEPARES T R4 9608 . FRAR IR ROHE Z L8 AL S B B, DL 2

R AS R B BT 75 TR R RN
R g EPL; EshF) (DL JEZME cA

Non Linear Cellular Automata Enhanced with Active Learning for Pattern Classification in

Highly Dense Images

P. Kiran Sree!, Sssn Usha Devi N.2

1Dept of Computer Science and Engineering, Shri Vishnu Engineering College for Women, Bhimavaram, India

2Dept of Computer Science and Engineering, University College of Engineering, Jawaharlal Nehru Technological University,

Kakinada, India

Abstract: This paper introduces a new approach to classify several high density images based on the properties of Non Linear Cellular

Automata. We use a state-transition which consists of a set of disjoint trees rooted at cyclic states of unit cycle length thus forming a

natural classifier. The framework proposed is strengthened with genetic algorithm to find the desired local rule of the modeling as a

global state function.
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