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Run P-dbclustri
1. Spllt K group of similar si2e

2. Oacide the -ch

o
g.'aaunqmm by Pairwise maasure
{giobal aignment score / Identity), {(max} (local
slignment score, Iderxity, o-value))

& Calcaite the distance/simitar of each group

Run P. 2
1, Merge the Group DB a8 the number of nodes.
2 Formatdb {for using BLAST)

Group DB Index
Clustering Ji | Chustering [ ___ [ Clustering
b8 oB >}

[Q# 2] P-dbclustr BlAQ H& BYHAHY 8
4, CUAE OIXIRXROSE AMAE &

4ol HoM M4 08 CIOEHoIASH 2T
CIOIE IOl A QIEIAZE AE5I0] P-dbclustr2E 2429
dd& & UOIHMOIASE ABE £ Y =
=3 SAHE WOIEHHOIAE 2IEL. 2 BUAE
OIX2Z0HE AMABS HAEHWSY =231 =
=20 A Motote SWA OIXIRE0E AIABIO0 CHol
SBHS DX BT
4.1 HHAEHE

2 =E0MdE 82 =E2 0|80 2HAEH
J2HOE INE MAEE IFRSIACH. SAHAHE 1M
9 OLAE SHAESR 702 208 B2AHZE 4
& O YT OtAH SHAEUM= YA GIOIEHOIA

= e

o H8 S AHES A8 P-dbclustr1 It P-dbclustr2




2003 =

S5 a3 sk E =4 Vol 30, No. 1

o2ds
Usox=1
Secondary
o2ds
Usois2

X80 MEXSY AES 20 2 =0

ZU8 20O HIBE  PSSPS(Protein
Structure Prediction System)J} & XI&lC}.
#X3t0D AR AES 2ot 2 =0
2B 2O XM=  PSSPS(Protein
Secondary Structure Prediction System)Jt & XI&IC}
OIAE SdAHE =g Zaugls =1 g,
ZNUSE HEO2Z BEE WA= HeASHALCH

m s w

N

(el D fat o (et f T

& EE G EE :
[0 3) HHAEHIE R4S

J2 32 8 =20Ad 748 HAEHES P88
2HEC. 2AEY L2 sd0E 228 TUU
AAAHO0E 10HNE YE ZALHIANO OH2H
SAHNA B 2E 2 COIEBIOIAN ol 2%
IOIEIHIOIAE OHEOCI DIAE BIAHN J&ohs
SEO2 CAL His HAEWES] AiLE AHZ0ITH

[E 1] NAE” A

nagas |9 os Hw | N
oiaE gaiae |1 | HOKOmel | el s
2oaE w0z | 7 ”””2".:;’“6‘ pomel | st2u
sz | 1] | | o

42 YA Q| RXCE AMAE X 4

ARIIJE S HE(S)Y OINPENEHE QEGIH,
02 33 20l SeE OIXNRX0E AAY 3FE P-
dbclustriOl Al &3 11F CGIOIEHIOoIA UAAE
JHXID P-dbclustr2@ MEE = 400 2 2AHE
CIOIEIHIOIA S MHSEI0 2 S0 &80 AEXS
A HIEER O HZEER USOHXo 2 Ae
SHLEA H2lshd S0 MBS &g ME2 24 R Z0lA
S4AHZ OOolHWOIAL HE AHAEI HelE Pl
45%0|0t2l SAHE IJHXIH BLOSUM4AS, 45%~80%2
ESAHE NG BLOSUMB2, 80%0I4S =4
XM BLOSUMBOES AEIGIH AHE FEE ¢
OIXRXM=E B U geZR  PSSM(Position
Specific Scoring Matrix) 8 43 &CH Ol HECIAE
MBI 2 S S0ME OIXRXMS 20 U421

Of Z3 A28 0AH SAAHN ISEO. O2H
2AHNANE HE Z2UE HH010 AM2XUI
&SN &0 03 42 ¢E o#E ooledo s

22AHE Z2OAN 0|8 St L4 SALHEY

84

x

C}EH X
Es)

[ =1

GiOIE{tIO1A S CIOIE
OIXIREQ = AlAE=

o=

2o J180)

HSOHECH

(=22

Run P-dbdusirt
1 Spiit N group of mimilar size
2. Decide the representative sequence of sach group
3. Grouping the sequences

by Pairwise measure {giobal aiignment acore / identity), {{max) (local aligment score. ideniity, o-value}}
4. Caiculate the destance/simiiar of sach group

1. compere a sequence and repiesantative sequence
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