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ABSTRACT
Sequential pattern mining is 3 technique Wi coty determines the frequent patteras from small
datasets. The traditional sequential pater mining aorithins can mine short.term sequences efficently,but
nining long scquence pattrns are i cfficent for these lgorithms. The trdilonal mining algorthms use
candidate genertion method which leads to more search space and re
DNA sequences have long sequences with smal alphabets. Thse bi
the co-occuring biologial sequence. These co-oceuring sequencs.are imporant for biological data
analysis and daa mining. Closcd sequential patem mining i used for mining long scquences. The mincd
putterns have less number of closed sequences. This paper proposes an eficient Closed Sequential Patern
without Candidate Generation (CSPMCG) algorithn for effcienly mining closed sequential
patterns. The CSPMCG algorthm mines closed paters without candidate generation. Thi algorthm uses
runing methods namely, BackScan pruning, and fiequent occurtence check methods. The former
. prunes the search space and later detets the closed scquental pater in carly run time, The
sed algorithm is comparcd with PrefixSpan and SPADE algorithms, better scalabilty and
intepreabily is achived for proposed algorithm, The experimental results are based on sample DNA
datasets which ouperform theothe algorith memory and running i,
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LINTRODUCTION
Sequentil patter mining (SPM) is 2 technique which identifis the interesting complete s of sub-
sequences from huge datasr’. The SPM is @ sequence of fem sts that occurs frequently
onder. The sequence items in th item sets are based on two factors either on time value operaion or
within a time gap. The ordered ls i represnted i large sequenc, where every event i  collction of
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