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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 is transformed)
-Step2

Identifying Base Clusters (searching for sets of document sharing common phrase)
-Step3

Combining Base Clusters (merging base clusters with a high overlap)
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Figure 1. The organization of our gene clustering system

e A A 28 DNAY @A o] 7]55 Brej U= 32 T 86t} 18] al 71 7|5 0] o]H]

o] & genes& HobE tloJEHo| A5 H A= A ©

ol whebA] $-2] 9 gene 2 AE Y A 28-S BLAST 7 M 1} A go] ¥ 21t} NCBI ol A 'blastall
55 7FA] 3l 944 GenBank, EMBL, DDBJ, Swissprot databasesE 1743} A M & 7}5 3817 3}
Atk AE YIS Ak dolgulo] 29 A &2 Bk etar =] 7] wiol local BLASTE F-
o] Linux A] 2= ¥lol] A 2] 2 3} t}. Fig. 2= BLAST A A AA}E Hoj &},

A2~ S s A= AVE R Al Al 9] 3 S A st 3k cluster.out'S gene2] =&
2H g H mEdS B rh 9 'nucleotide_blast.out' < DNA H] o] B #] o] 2o t] gt BLAST 7
A A3E Bl 3+ ‘protein_ blast.out' protein U] o] Ef w] o] 2~of] gk BLAST 74} A3}&
Kol

ofetZetel O/ & H11d Hz2a 20055



Theories and Applications of Chem. Eng., 2005, Vol. 11, No. 2 1804

prTATTTT e »
5 DNA
C 4 . — =
— P R BLAST
L JC ] -
Te-a-e v Protein
Suffix Tree Clusters Longest
subsequences

Figure 2. The BLAST search procedure.
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Figure 3. The alignments and clusters.
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FCYWFPRKINFELLLDYATSALAFGKTRYAWHKGYPYPPGCL IDVNGYPTTNPAVHOESPL ] (B1 letters)
Databaze: Ahomesblast/db/swissprot

170,940 sequences: 62,898,798 total letters

=p|PA0178IYBIC_ECOLI Hypothetical oxidoreductase|ybiC 132 2e-31
=p|PS8403 [ YBIC_ECOSY Hypothetical oxidoreductase|ubil 130 Ye-31

=p|P301781YBIC_ECOLI Hypothetical oxidoreductase ybiC (Length = 361)

Score = 132 bits (332), Expect = 2e-31
Identities = B1/61 (100%), Positives = B1/B1 (1002)

(uery: 1  FCWWFPRKDMFPLLLIYATSAIAFGRTRVAWHKGYPYPPGCLIDVNGYPTTHPAVAOESPL E1
FCYWFPREDMFPLLLIYATSAIAFGRTRYAWHKGYPYPPGCL TTVNGYPT THPAYMUESPL
Sbjct: 165 FCWWFPRKDNFPLLLDYATSAIAFGKTRVAWHKGYPYPRGCLIDVMGYPTTHPAVHOESPL 225

sp|P53409|YBIC_ECOSY Hypothetical oxidoreductase ybil (Length = 361)

Score = 130 bits (327), Expect = 7e-31
Identities = GO/G1 (982), Positives = B1/B1 (99%)

(uery; 1  FCWWFPRKDMFPLLLIYATSAIAFGRTRVAWHKGYPYPPGCLIDYNGYPTTHPAVAOESFL B1
FCVYWFPRED+FPLLLDYATSATAFGRTRYAWHKGYPYPPGCLIIVMGYPT THPAYHIOESPL
Sbjct: 165 FCWWFPRKDDFPLLLDYATSAIAFGKTRVAWHKGYPYPRGCLIDYMGYPTTHPAYVHOESPL 225

Figure 4. A part of BLAST result.
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