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DNA sequence dataEs 5T WY 9 34<l multiple sequence alignment:
A7 el de] @l olu} DNA AMEES wlEstodA fFAIAY 22 F&5 Foldlt),
a8y 71¥£9 SP-method, CLUSTALW, PILEUP & W#]%3F multiple sequence
alignment ¥ E-E pairwise comparison < 32 =2 A Ao ME&7F F7HESE A A
kel AA F7bste @AEo]l ok wEkA & AFelAs @A AIZES Fol7] 98|
pairwise comparisons &4 a1 o7 e MIEES FAld Hvastr] e Suffix
Tree Clustering®i112]5S +3d39] multiple sequence alignmentel] & &3ttt . %
?]+= gene clustering® 5Y@AIES A A8k L 1)Constructing suffix tree ii)Searching
and overlapping common subsequences iii)Grouping subsequence pairs iv)Masking
cross—matching pairs v)Clustering pair groups.
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5 %95t A  Genes EEl2HY syl #E A E&skQlth. STCE common
subsequenceE @& Aoz AMMEY] Yol Suffix TreeE o] &3stH, AME A7 LGS
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Figure 1. The runtime of the different clustering algorithms on snippet
collections as a function of the collection size
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Figure 2. The average precision of the clustering algorithms and the
original ranked list.
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The procedure of STC(Suffix Tree Clustering) for web documents clustering;

-Step 1

Document "Cleaning" (the string of text representing each document 1is
transformed)

-Step2

Identifying Base Clusters (searching for sets of document sharing common
phrase)

-Step3

Combining Base Clusters (merging base clusters with a high overlap)

2EE FHAAE FoAHE dH7] Yl SICE =43ty A, document stringS H3Ha}t
= =¥ 23 Document "Cleaning"™@Al+= 33X &1, Step2¢} Step3E 335} tT}.
aglar wlg- 1 Hols: MR {FAHAE ,A%%EJEZ FEHEES glolar common
subsequences’} =P o2 A H == 7] 98] Step3-Combining Base ClustersZ ¢
A3} 3L, step 35 two steps (grouping the common subsequence pairs and clustering
the common subsequence pair groups)l.® UFo|A  FAFSE DNA  sequenceE 9]
clustering @ 4 A== A,

Suffix Tree €855 ol &3] o] Mo HEENA FF5 = EA3F= subsequences
£ Zroldlal 912 ZHRE Ho|E3} slo A sequencess U AHE AT -@7F v E
iil%A;@%E%Fgmeﬁ4§q.
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Figure 3. The organization of our gene clustering system
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Species Accession Number

XM 204449, XM 289927, NM 027609, XM 355690,
XM 203409, XM 356889, XM 357648, XM 357087,
XM 356880, NM 021300, XM 356386, XM 109566,
NM 013548, NM 175653, NM 178215, XM 358107,
XM 358117, NM_ 027650, NM_ 173069, XM 355572,
XM 357595, XM 142567, XM 355567

Mus musculus

Table 1. 23 Genes in the Mus musculus species.

Species Accession number

NM 001547, NM 003810, NM 133492, NM 052890,

NM_000546, NM_173565 , NM_006926
NM 008332, NM 009425, NM 175731, NM 011640,

NM 009921, NM 023134, XM 205565
XM_220060, NM 145681, XM 236790, XM 234838,

NM 030989, XM 236642, NM 017329, XM 213713

Homo sapiens

Mus musculus

Rattus norvegicus

Table 2. 22 Genes in the several species.
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