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Fig.1l Suffix Tree for Sequences(1.ATGCA, 2.ACGCA, 3. TAATC, 4 TACTC)
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ICS|+= Subsequences TAsta A= FAF(E7D)olth P 094 19 #e  7H2th
Subequences X33l Sequence® F7F ZAUE, Subsequence©] HHE-EF = 7w <l
Aol “ 079 s JHAA B F7HA A olQel= “ 1 79 FHS 7hXITh

Node | Subsequence Index of Subequence Number of Sequence

1=(1,1),(2,D}, 2={(32),(42)}
’ : 3=((33)}, 4=((1,5),(25)} 1,234

b AT 1={(1,D}, 2={(3,3)} 1, 3

1={(3,1),(4,1)}, 2=((1,2)}
T 1, 3, 4
¢ 3={(34),(4,4)} T

d TA 1={(3,1),(4,1)} 3, 4
e TC 1={(3,4),(4,4)} 3, 4
f GCA 1={(1,3),(2,3)} 1, 2

1={(2,2)}, 2={(4,3)}
g C 3={(1,4),24)}, 4={(35),(45)} 1,234

h CA 1={(1,4),(2,4)} 12

Table 1. Basic Clusters(Nodes) for Suffix Tree in Figure 1
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HA A7) FA R o dE 2 ¥ Subsequenced A9 AV|E AAH &
o™ 1170¢] Basic Clusters’} 47¢] BC(Basic Cluster) - BC1 = {(1, 2, 1, 1)}, BC2
{1, 2, 3, 3)}, BC3 = {(3, 4, 1, 2)}, BC4 = {(3, 4, 4, 2)} - & AAZXY. 4719 BCE &
A fArE olsl A 2702 Cluster - C1={(1, 2, 1, 1), (1, 2, 3, 3)}, C2={(3, 4, 1, 2), (3,
4, 4,2 ) - 2 Aoy, 2259 A HA 229k 7+ WA A+ Sequence Number, A H
Al A= Subsequence?] AlZF %], Wl WA =A== Subsequence®] = 7]o]t}.  Fig.29l
A 4= glso] ZH7he] Cluster: Basic Clusterse] AZ49& & 4 Ut

0o 32

Fig.2 Basic Clusters Overlapping
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STC(Suffix Tree Clustering)< Suffix TreeE 7|Wro 2 3 O(n) Time FH2EH ¢

gFomN, AV7IMEES E&40la A& SH2ERHT & Ak () G7IAEES
apy)

Suffix Tree® F+=3ti, (2) 7+=% Suffix TreeE %39 Common SubsequenceZ 74
sk ¢ Bad Basic Clusters& #| A%t} (3) #HF A =2, Basic ClustersE A3 o2H
A7INEES SC2EGT 5 At olgh dxfo] e, 4719 H7IAEoel 2ME &

HaEgHolds & g Ak - C1={(, 2, 1, 1), (1, 2, 3, 3)}, C2={(3, 4, 1, 2), (3, 4, 4,
2)}

Fig.3 Cluster for Four Sequences
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