


 

based classification rules. Farmer also searches the row 
enumeration tree by depth-first order. In [7], 
Algorithm Cobbler is proposed to find frequent closed 
itemsets by integrating row enumeration method with 
column enumeration method. It shows its high 
performance by conducting experiments on a data set 
with high dimension and a relatively large number of 
rows.   In [8], an algorithm is proposed to find the top-
k classification rules for each row of the microarray 
data set. All of these algorithms aim to facilitate the 
mining of frequent pattern by searching the row 
enumeration space, and they all search the space in a 
top-down style. 
 
7 Conclusions 
 

In this paper we propose a top-down search strategy 
for mining frequent closed patterns from very high 
dimensional data such as microarray data.  Existing 
algorithms, such as Carpenter and several other related 
algorithms, adopt a bottom-up fashion to search the 
row enumeration space, which makes the pruning 
power of minimum support threshold (minsup) very 
weak, and therefore results in long mining process, 
even for high minsup, and much memory cost.  To 
solve this problem, based on our top-down search 
strategy, a top-down style row enumeration method 
and an effective closeness-checking method are 
proposed.  A new algorithm, TD-Close, is designed 
and implemented for mining a complete set of frequent 
closed itemsets from high dimensional data.  Several 
pruning strategies are developed to speed up searching.  
Both analysis and experimental study show that these 
methods are effective and useful.  Future work 
includes integrating top-down row enumeration 
method and column row enumeration method for 
frequent pattern mining from both long and deep large 
datasets, and mining classification rules based on 
association rules using top-down searching strategy. 
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