I N USGENE
USGENE

USGENE (The USPTO Genetic Sequence Database) =7 7 A /Ui, KENFFRAZEIT (USPTO) 23347 L 7=/ABR%F
TP - BEERFR OB L OT R BROESE NGRS 5T —F _X— AT, USGENE 7 7 A /WZiX, FEIOLFR
(ZRE), 8%, FFFBEACTEE T4, PCT OIS TOB 72 E 2 S0 B E aEEERP IR STk
D, T—XILEHE USPTO MBI TH 7 BN ESET.

USGENE 7 7 A LTI 5e 2REFIR TR B L O F /Bl SR ZR IS GETSEQ, AE v V—MFEAIZ BLAST BL O
GETSIM @ RIN /R — AL Tk, EBIC, Ak, D124 7, BAIE, B EoBmotY
FHT—Z LR TEET

IRV
SREVABSRT - SKIEPREREFI DA KO 3/ BRI (L =— FUIBSI(D)

g
KIERFFFRGZST (USPTO) A331T L7-AF3F

77 A IVNE
1982 4EMBIIEE T
6,300,000 {4 LL DL =— K (2007 4F 8 HEHIUE)
- 4,570,000 £ LI EOEARCY] (2007 4F 8 HHIfE)
- 1,750,000 {4 LL D& R (2007 4 8 AEIAE)
& AECEs|
75—k (BB SDI #3R) 13 ENE

RS R
FF A4~V (HELP DIRECTORY THIHTEX AT RTO~NINLTF A vE—0 U R S FERTEXED)
F T4~V PDF Rl (http://www. stn—international. de/training center/bioseq/usgene_help. pdf)
STNGUIDE
NCBI 7>&@ BLAST(R) (http://www. ncbi. nlm. nih. gov/Education/BLASTinfo/information3. html)

ERCRIR ZES X7
STN A—JLRIL—T STN &R STN 3AY/ R

.G\ o 2165 Gh fertEns PO, Box3012

76012 Karlsruhe T113-0021  HGUH SR IXABHA6-25-4 IR EIY  Cjimbus, Ohio 43210-0012 U.S.A

German Phone: 0120-003-462 (Help Desk) CAS Cust Care:

i : 0120-151-462 (_-eblAh) v ~
Phone: +49-7247-808-555 Pax:  03-5978-3600 Phone: 800-753-4227 (North America)
Fax:  +49-7247-808-259 Efx' - @inici.or. ip(Help Desk) 614-447-3700 (worldwide)
E-mail: helpdesk@fiz—karlsruhe.de mail: support gllc.l.qr.]p‘ (e E% di‘s 20 Fax:  614-447-3751
Internet: www.stn—international.de customer@jaicl.or.jp (g 2 E-mail: help@cas.org

Internet: www.jaici.or.jp Internet: Www.cas.org
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SEARCH 35 X T8 DISPLAY 7 4 —/L R
F—ERB L O — 8RR AIRER 7 4 —/V RIZT AX VR () TRLTHY T

USGENE-2

T4 =R SEARCH SEARCH 43 DISPLAY
a— R a— R
FEARFRG] V* el S PLANT ?GENE? AND RNA TI, AB, ORGN,
FERE (/TD) *721% /BI S DNA DEPENDENT MTY
8% (/AB)
¥4 (/ORGN)
DrEA T (/NTY)
CLEMBOE Y Y LEE
ok /AB S ANAPHYLATOXIN/AB AB
HFEE WIPO 2— R & T %A B) /AC S US/AC AND L1 AT (AP)
R /AD S JUN 2000/AD AT (AP)
L a— R&EE /AN S 4305872. 2/AN AN
RS ¥ /AP S US1980-162082/AP AT (AP)
HiRESE D /AY S 2000/AY AT (AP)
BEHE (2— RKETF2}) /DT S PATENT/DT AND L1 DT (TC)
F72i1% /TC S P/TC AND L1
AJ1H Y /ED S ED>=JAN 2007 AND L1 ED (UP)
F7-1% /UP
RF7 L—24 /ECLM S NANOCRYSTAL/ECLM ECLM
£7-1% /MCLM
Ktk O /FEAT S ?COMBINAT?/FEAT FEAT
Ty AT ALk /ES S NUCLEIC/FS AND L1 FS
(a—K&ETHAB) S PROTEIN/FS AND L1
A /IN S MANDREKAR MICHELLE?/IN IN (AU)
F7-1% /AU
DIEAT /MTY S RNA/MTY MTY
L4 /ORGN S CRICETULUS AUREUS/ORGN ORGN
KEEEHRE A /PA S AMGEN/PA PA (CS)
F721% /CS
K RATE /PC S US/PC AND L1 PI (PN)
(WIPO ==— K& FF A b)
BEFsATH Y /PD S PD=4 MAR 2003 PI (PN)
R AR /PK S USB2/PK AND L1 PI (PN)
i e ¥ /PN S US6686189/PN PI (PN)
F721% /PATS
FFaPRAT4E Y /PY S 2002-2003/PY AND L1 PI (PN)
B EL HH e =] /RLC S WO/RLC AND L1 RLI (RLN)
(WIPO ==— K& FF A b)
BEEHFER /RLD S 20010313/RLD RLI (RLN)
R A 5 Y /RLN S W02000-EP4786/RLN RLI (RLN)
F721% /RLI
e AR Y /RLY S 2000-2001/RLY RLI (RLN)
Bz % D /SEQC S 3-4/SEQC SEQC
BRI E &= Y /SEQN S 337/SEQN SEQN
Bl v /SQL S 150-175/SQL AND L1 SQL
B DU G /SS0 S NCBI/SSO AND L1 SS0O
1 /TI S HYBRIDIZATION ASSAY##/TI TI

D) BAEHESF & 2 WITHPREIC X DR TR R EEER 7 o — /v R T

2) SIN BPRAFLRZF vz MEROELL THRIHATE £

3) ZOT74—/VRTIEEIGT &, %F 8B BIOPTHE-BOFHATEET. P8, &7 -BOBRITEE®RE LT

<& 4 LFEPLETT.

4) ZOT7 44— RTIE ) HEIIAN—ATRATEET.
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USGENE-3
A—IN—FRR T 4 —I)L K
VBRI EZEND —DETNTEED 7 4 —/V BT D L &L, A—"—BE T —V Fa—REFHL

FI. A—R—BRT 4=V FERATDEE, 7277 A NVBLIRILF 7 7 A VBRRPERICFAT X F9
A== 7 4 —/L KT EXPAND IFZFIHTCE EHADT, Hx D7 4—/L Fa— KT EXPAND L TL7Z&0W.

Lk A—X—fRER BM#FEEND DISPLAY
74— SEARCH f5i

7 R S paee | S ERR ¢l e
HER S 7 L—7 /APPS /AP, /RLN S US2001-809524/APPS AT, RLI

D SIN JEREZF vy MERD L L THRIATE 7.

Aes R SR H

SIS (7 2 BR L OMEERRCS) 1%, GETSEQ /Xy —o 7 a7 ACTHHATE 3LMOME 7 4 —/V K
MO BIVET. GETSEQ TfF 5 EM=UTIX, QUERY =i~y RCIER L. L FHEFMA LY, BFIBREE AR
72 SIN O 7 7 A v, iz 1E REGISTRY =2 DGENE 7 7 A /L CEHIMZE L7~ L HBEAHEMALE LTHHAT
AZEHAMHETY. F72, RUN GETSEQ OBICHEBANTAZ L TxF9.

g o K SEARCH 5
—WT X D 1 Fa— RV QUE LAGLL/SQSP
—WT 2 D 3 Wia— KV : ‘MET-GLY-LEU-TRP-TRP-ARG’/SQSFP

a— RERiFa— FOF&—&E5 | HEFCHTe.
Ka— R, 72 AT 5.
ElRo1IXTa—R? : ACTACCTTCAAATACTAC/SQEN
QUE ACTACCTTCAAATACTAC/SQSN
D KEIZar7 b (=) O%T, HELP AAC EATITDHE, T IVBRO 1 BXLO 3 XFa— RERFRINET.
2) KRENIZ v 7k (=) O% T, HELP NUC & ANTD L, Efitoa— RRENRFRINET.

FLS AR SR DT

BiEds L OV LRV RS FT — 2%, SEQ 74—/ RHIZ 1 XFa— KT, £ 23780 x SEQ3
74—V RHIZ 3 XFa— RCTERRINET.

M E R EEARiﬁ SEARCH 31

Kooy, ek | BRI BT AR ARSI SE. /SQEP | QUE AKRSSKM/SQEP
BT ERzZEIn<T QUE ‘ALA-LYS-ARG-SER-SER-LYS’/SQEP
W HUEZ R B 7200,

H2 R E, BRI —ET B ESd L OVERZ | /SQEFP | @ SETLR/SQEFP

SEaES T 7 I U — HOT I ME T 7 I —ITHHY : ‘SER-GLU-THR-LEU-ARG’/SQEFP
5T 2 EROEA] Y

BRI, EABLA | SEAEIC—ErT ARSI LB RENOBEISI | /SQSP | ¢ SKGYF/SQSP
Za el R, kR S QUE ‘SER-LYS-GLN-TYR-PHE’/SQSP
HAT&5%.

B RTE, SERIC—ET HEA &R DT 2 | /SQSFP | QUE SYVVE/SQSFP

s 7 7 I U — JBEE T 7 ) —ITHYT BT : ‘SER-TYR-VAL-VAL-GLU’/SQSFP
JBROBHIN G END. Bkl
NRHCTE5. Y

g, Seafls] o seeic—#9 HEH 2. | /SQEN | QUE ACTACCTTCAAATACTAC/SQEN
R a— RBFIHTE 5.

g, Horhls SEARIC—ET A ES & ENOBS | /SQSN | ACTACCTTCAAATACTAC/SQEN
% o Lol A AR R
FEMEE = — RIS K OEkRE =28
FIHTE 5.

(<)
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D o7 BEO%M7 7 2V —I3ATFo@Ey ¢

A,

crmEe T
— o< = =

E
, R
, W
V

G,

S, T (F9BfME,  HPE)
. D, B Z CBUKME, BT )
CEUKME, M)
(BkME, FHERE
.M (BRAAME)

(AR

AR TR DB R EE S (/SQSP, /SQSFP, 33 L TR /SQSN)

USGENE-4

2 % He SEARCH 45
[] RBEFRILORFE QUE LGP[VL]/SQSP
© LGPLVAL’ ‘LEU “LYS’]/SQSP
(-] FEE DRI OBRSS QUE LGP[-H]/SQSP
QUE LGP[-HIS’]/SQSP
: LGP[-HL]/SQSP
{m} EATORS], BAVER, /-3 L F5%x : (FL) {2} /SQSP
m [V K3 : L4{2} /sqsp
: (CTG) {2} /SQSN
QUE TAA (TAAA) {2} /SQSN
{m, u} F7ix EATORS], BAVER, /- L FE5%x QUE GG (FL) {1, 2} /SQSP
{m—u} m 5 n BT : L3{1, 3} /SQSP
: (CTG) {1, 3} /SQSN
? F£721% {0, 1) EATORS], BAVER, /- L F5%x QUE FLRRI (RP) ?K/SQSP
£ {0-1) YroEid 1 By RS : FLRRI (RP) {0, 1}K/SQSP
: L1{0, 1}NN/SQSP
QUE CAT(CGA) {0, 1} GGAC/SQSN
* £721% {0, } EATORS], BAVER, /3 L F5%x QUE KLK (WD) {0, }N/SQSP
£7-1% {0} A=Y 3B e : KLK (WD) *N/SQSP
QUE L1{0-}NN/SQSP
: L1{0-}NN/SQSP
QUE CAT (CTG) {0, } TATT/SQSN
+ 7203 {1,} EATORS], BAVER, /3 L FE5x QUE KLK(DLE) {1, } /SQSP
770 {14} 1 LA AR Y k3 : KLK (DLE) +/SQSP
: L2{1-}/SQsp
: 1211, }/SQsp
QUE CAT(CTG) {1, } TATT/SQSN
& Bl FL E 721 TEMN (L &) /675 | QUE L1&L3/SQSFP
: L2&L5{1, 3} /SQSP
D EESVE RO & F SE24REEICET 556X, USGENE 7 7 A L CTRAIZ 1 U7 k(=) DI

HELP SQQ & AN 5 & RARTEET.
FRioftiz, Fv v b (), |BEAS— () bRAHATEET
Frlby b ()L BANFRORNEITEEDOH T ZHEE L TRET DHEICHNET.
FEE - () X, ERE T flxE, AEESVERISICRA L £,
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USGENE-5
W ECFIRRER DX ¥ v 75t (/SQSP, /SQSFP, 3L /SQSN)

B s Be SEARCH 51

1 BHoXy v QUE SY. RPG/SQSP
: SY..RPG/SQSP
© AAG. .. TGC/SQSN

Cfmp EF2E () m EBEOX v QUE SY. {2} RPG/SQSP
: SY[2. IRPG/SQSP
Am ul FEAIT L {neul m»H u FEEOXy v : GFF. {2, 10} LSS/SQSP

. GFF. {2-10}LSS/SQSP
QUE AAG. {2, 5} TGC/SQSN
CET LY EFRIT Todiix 1 BEOX Y v : AGA:SRI/SQSFP

0,1} F=ix L {0-1) : AGA. ?SRI/SQSFP

QUE AGA. {0, 1} SRI/SQSFP
QUE AGA. {0-1} SRI/SQSFP
- Y YLl FoxXy v : HLC. #TYG/SQSP

A0} FE . {0 : HLC. {0, } TYG/SQSP

: HLC. {0-} TYG/SQSP

: AAGGCAGATG. *GCAA/SQSN
A EIR 1 BEL DXy o7 QUE SY.+TYG/SQSP

ALY FE L (1) : SY. {1, } TYG/SQSP

© SY. {1-} TYG/SQSP

: TCCTG. +GTGG/SQSN

BodAE e —5E (BLAST/GETSIM)

BLAST (R) #BEL N GETSIM /X r—o7 0T AL, 2 23788 JORERES T — & ZFFME GERIE) <
WsR4 A Z L NA[EETY. BLAST X, National Library of Medicine (NLM) ¢ National Center for
Biotechnology Information (NCBI) J ¥ #Rft&iuCu Ed. GETSIM 1%, FIZ Karlsruhe GmbH K Wt TR
Y, FASTA 73U XAIZESWTUWET.

BLAST 36 TF GETSIM THIRT DB8E, ROMBT — NV Fa—RaEHLET.

/SQP —  Z U RXTEOESIRE (T 74— 1)
/SON — KRR DOESIR R
JTSQN—  BZEEECA HEIER ST Z v R 7 BRI DT — 2 _— A ki

BLAST 35 X O GETSIM #R3R1X, Ny FRERLT 7 — OB AEETT. KT ¢ —/L RIZ /SQN F721%
JTSQN ZAEH2581%, B (SIN), AHAHEH (COM), B (BOTH) ZIEETHZEMNTEET. ZThoDA
ZFoa % /SN COM D X 912 TSQN & DU ME SN DM 7 1 —/L Ra— R &I LE3. BLAST Tl
BOTH, GETSIM <TiE SIN 235 7 #—/L kT

Bk LUV X7 BRdSNT S £ S ERFECHREIMMREN TE E9. BRI, QUERY o~ RafiH
UCHERL « A7 LTZ L BaMiH Z LN T&EE3. F7- RUN BLAST/GETSIM =t~ K &R UATICEBEATI L
720, UPLOAD 22~ RCTT v 7 R—KRKLETXFA N7 7 A NEFIHATHZ &L A[EETT.

MR ZFATT 5 &, BRHX LG ONIRROBS O ZRT 77 7MER S ET. Y filidEEED
Bz L, X flIche T 2REHRARD LET. $XTOME, b LAMEEOHFEINELL EORIE A8 AT
FIEYE Y NEERT D2 ENTEET. BUNMERSINZREE v b T, BIER L a— RESORIEICT A
TWET. MR EOWIRIZEZ 2 W~ 2 HB81, SOR SCORE D & L FHEE AL TIZIN,

ALIGN FRIER A L C, BLAST XL TN GETSIM ORERAE R 2 MBS & X Ia S TERTEET
EOFNTERA, FoIITMHBE T v b LIZESI 2R LE 9. BLAST @ ALIGN FRBUZ, NCBI Oxtudnd
FEHERIHINCAEVE 7. GETSIM @ ALIGN #RERTIE, R—07 2 B/ I%E 2 Ky b, {BFMIc
AR Oy TE 1 Ry b, = vTFRRVGEEITAR—X (Ky ML) TrEnEd. HRXE RS
BANCFEA SN v v 71, TR ORSNET.

USGENE 7 7 A /L ClE, SEQ FoRIERERIAT 5 &4V DT VOB IFRAZFRT D Z ENTEET. SEQ Fx
AT, BErHEAIC L > TGERENTA Y DTNV OBERSN A 5 & 37 BRI TR SN ET.

2007. 8



USGENE-6

BLAST/GETSIMD 58 % A 7
WS A7 At SEARCH 45
Ry ERET D — /SQP RUN BLAST L1/SQP
KilghRtn U— /SQN RUN BLAST L1/SQN
B RUN GETSIM L1/SQN SIN
TR RUN GETSIM L1/SQN COM
w7 2 RUN BLAST L1/SQN BOTH
TR & v R EREn V— /TSQN RUN BLAST L1/TSQN
B v RUN GETSIM L1/TSQN SIN
TR RUN BLAST L1/TSQN COM
7 2 RUN BLAST L1/TSQN BOTH
PN FRRER /SQP BATCH RUN GETSIM L1/TSQN BOTH BATCH
/SQN BATCH RUN BLAST L1/SQN COM BATCH
/TSQN BATCH
77— Mg Y /SQP ALERT RUN GETSIM L1/TSQN BOTH ALERT
/SQN ALERT RUN BLAST L1 /SQN COM ALERT

/TSQN ALERT

1) GETSIM TiET 74—/ k
2) BLAST TlX7 74—/ b

3) TI— MRBIIT—F TR, ThbbLEEIITINET.
4) L1 % UPLOAD F7=i% QUERY Z{#f L TR I N-BSNIERMTY.

BLAST @ _bffkr—W—[@ni4~7r> 3

BLAST OEH 2 —H—D7-DIT, DA TS a U RAREL > TWET. ZNHD/8TF A—F DZEE | I
REEH TR E R A HE L £3. FIZ Karlsruhe 12O DHERE T A —Z D LU HOWTHHIHT %
B, —4%—»% NCBI O XCiikAEFH A, FEIND Z L2 HEE U 9. EMHRIIRE ZELS &V

http://www. ncbi. nlm. nih. gov/Education/BLASTinfo/information3. html

o ——F T a i T+ 1 LFa— R + A= + fEOEXNTAH LET:

RUN BLAST L1/SQN -E 0. 1.

A IV AA T &
74K -f T (W), F, C
T 2ty bEnk&Ha, ¥ o7 EiCx L TR
SEG, KEERIC%H Ll DUST 7 4 L2 AR E e
%4. C Z51% “COILED COILED” 7 4 /L4 .
HIFFE -e FE NEOS S (RTE L0)
Word Size —w g 7-23, fHMEIE 11
XY 2-3, WIHMEIE 3
FEN AN -s 1 (SIN), 2 (COM), F7=i1% 3 (BOTH) (#Iiifi)
~ kU w7 R -m BLOSUM62 (#JHiE), BLOSUMSO,
BLOSUM45, PAM30 £ 7-1% PAM70
X v 7 A -g e 5 (I
Z 78 11 (W)
X v v 7HLE -x Bl 2 (WIHME
R8T (FIHE)
R D I A~ v FITxET B PR -q -3 (F1EiE)

B0~ v FIT DI

1 (YD)
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USGENE-7
BLAST = kU v 7 ZADRE
BED~ R v 7 2125t LT, WREOHLHE Y v 7 e Xy v FHEEOHAFITHIBEENTHET. £~
FU w7 2% U CATREAR R EME & WIHMEIZLL TOED LBV TF. ZHUAOHAERITS 2T LIk - THE
M, EBEX B —IURERENE T

~h Uo7 A Xyrv7 Xy v LR
BLOSUM62

(ZF74—n 1)

BLOSUM80 8

(F7x— 1)

BLOSUM45 13

(FT7F—F)

PAM30 7

(FZ7+—N 1)

PAMT70

O =

(T 74— 1)

,_
o
== = DN DN DN = = = DD DD = = DN W W W W DN DN [N DD DN

O = = O ] 0 |© o — O1
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DISPLAY 3 X T® PRINT B
FEDT 4 AT LA LTV MU FRROFREXZBRIGHAGDEDL Z LN TEET. Hkoa—F

USGENE-8

FEETALEXE, "DLL 1-5TI PA KW OLIHICALR—RARLH < TRY->TL XV, 70— Ritfs
ESNTIE/F TR RINET.
DED, ED, FEAT, UP %#[R&, T R_RTCOBET 4 —/L FTHA T A MERENFIF CT& £9. HIT, KWIC B XL
W 0CC DEFREE 5 720101E, MBHEIC A T4 MEREIZ ON THHZ & BNETT.
AN AR M w A 77 1l
AB Abstract ek D TI AB
AT (AP) V Application Information FHIRETS D Al
ATO ? Application Information, Original V) VO HFEEHR D AIO
AN Accession Number L a— &= D AN
CLM Claims 7 L—A D CLM
DT (TC) Document Type [egieiie D TI DT
ECLM (MCLM) | Ezemplary Claim Date RF7 L—21 D BIB AB ECLM
ED (UP) Entry Date AJIH D ED
FEAT Feature Table R D FEAT
FS 2 File Segment Ty ANET ALK D FS
IN (AU) Inventor e D IN PA
MTY Molecule Type DFEAT D MTY
ORGN Organism Name W D ORGN
PA (CS) Patent Assignee EEEFHIFE N D IN PA
pPL Y Patent Information FEFFIE D PI
(PN, PATS)
RLI (RLN) " | Related Application Number BEEL AT D RLI
RLIO ? Related Application Information, U o VO BEHEREEH | D RLIO
Original
SCORE ¥ Similarity Score FHEMEAR =7 D TI SCORE
SEQ ¥ Sequence (1-letter codes) Bl%l (15— R) D SEQ
SEQ3 ¥ Sequence (3-letter codes) Besl (33X TF=—R) D SEQ3 1-3
SEQC ? Sequence Number Count B DEL D SEQC
SEQN ? Sequence Identity Number Bl S [R &5 D SEQN
SEQO ? Original Sequence (alignment of F U T L OES D SEQO
nucleotide sequence and peptide
sequence it express when given)
SQL Sequence Length [iIE=S D SQL
SSO Sequence Source BRI DL TR D SS0
TI Title 1ERE D TI IN PA
ALIGN ® B & FRRIMERR SR DAE R DI81E & kit S/ THER D ALIGN 1, 10, 100
(RUN GETSIM % 7=i% RUN BLAST)
ALL AN, MTY, TI, IN, PA, PI, AI, RLI, ED, DT, AB, CLM, SSO, ORGN, SQL, |DIS ALL
SEQ, FEAT
APPS AT, PRAI D APPS
BIB (STD) “ | AN, MTY, TI, IN, PA, PI, AI, RLI, DT (FZ7#—/L k) D BIB ALIGN
BRIEF V AN, MTY, TI, IN, PA, PI, AI, RLI, ED, DT, AB D BRIEF
TALL 74—V REfTE A T R ALL R D TALL 1-3 L4
IBIB 74—V R&FTE A T R BIB R D IBIB KWIC
IBRIEF © 74—V K& fH&E A 5 v ML BRIEF E20 D IBRIEF KWIC
SCAN ? T (AEFE SR LDT v H LFKR) D SCAN
SQIDE AN, SQL, SEQ, FEAT D SQIDE AB
SQ3IDE AN, SQL, SEQ3, FEAT D SQ3IDE
TRIAL AN, MTY, SQL D TRI
(TRI, SAM)
HIT by F—bEEGhT7 4 —V R D HIT
KWIC t v ¥ —ADRiI#% 50 % F~ (KeyWord-In—Context) D KWIC NOH
0CC ty N —LOHBEL 7 4 — NV T EICERR D 0CC

) 774—/VNTIE, FFES, HEES, BLIOEEHEDEESIX SIN B TERENET. Lz MEXIC
EHS 5L xI2IE, KEHIZTa 7~ (=) D% T SET PATENT DERWENT & AL LE4. SIN HRITETHAIL,
SET PATENT STN & ASLE.

2) BAH LEROHBOFERTT.
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3) RUN GETSIM & %\ MZ RUN BLAST DEIETHHMLENH Y £,

7ESUN.

USGENE-9

FELL BSIREr U—RBROEEZRL TS

4) USGENE 7 7 A LOEEHIIE, WIPO @ WST. 25 (ZfE-> CHEILINET.
5) ZOFRERDOA L TA 2 T 4 AT LA BHRITEEEITT. SCAN (1, =~ R CASLET. Bl D SCAN

F 7213 DISPLAY SCAN

SELECT, ANALYZE & X SORT 7 4 —/L

SELECT =<y Rid, A&y FORE L7 4 — /L Kb L7Z7EAIC E H a5 L E 7.
ANALYZE 2= K%, [EIEE Y hOFRELZT 4 —/v KO HIE L7384 L Fe2ft5LE9.
SORT == RiE, MBEHERERTE L7 4 — /v ROT N7 7y MEEZIFEEIRIC ~ER 2 £

FESTHAE Y, B4 LAV bR N TRRSATHNET)

74—V R 74— Ra—R ANALYZE/SELECT SORT
ek AB Y Y
HH [ AC Y N
HFEH AD Y N
FHREE AL (AP) Y Y
AV T LD HFEE AIO Y N
L a— K&& AN Y Y
H RS AY Y N
7 L—A CLM Y Y
jegivie DT Y Y
RFE7 L—A ECLM (MCLM) Y Y
AJJH ED (UP) Y Y
R FEAT Y N
TrANET AR FS Y Y
WIE CEE4L) IN (AU) Y Y
DfEAT MTY Y Y
4 ORGN Y Y
RN PA Y y
FFPIATIE PC Y Y
FETE PI (PN) Y Y
FERFRER] PK Y Y
R TA PY Y Y
B i =] RLC Y N
e R R H RLD Y N
F Y 2 F v O BRE H R RLIO Y N
BEE AR 5 RLN (RLI) Y Y
e A RLY Y N
MFEMER =7 SCORE N y 2
Bdgl (1 C5a—R) SEQ Y N
Bigl (3 35— R) SEQ3 Y N
B DL SEQC Y N
KA R E 2 SEQN Y Y
[IRPZIRES SQL Y Y
BB DU G SS0O Y Y
1ERE TI Y (F 74— k) y

1) by hE—AL7F 2 S50, HIT 2ffvwE9. ] : SEL HIT IN

2) RUN GETSIM & A\ E RUN BLAST DREIETHAIMERH D £7°.
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A A= N

IALLIZA T DRI

L1 ANSWER 1 OF 1 USGENE COPYRIGHT 2007 SEQUENCEBASE CORP on STN

AN 6881821. 13 DNA USGENE

Tl Hepatitis—C virus type 4, 5, and 6 (Patent)

IN Simmonds Peter (Edinburgh, GB); Yap Peng Lee (Edinburgh, GB): Pike lan
Hugo (Bromley, GB)

PA Common Services Agency (Edinburgh GB); Murex Diagnostics International
Inc (Bridgetown BB)

Pl US 6881821 B2 20050419
US 20050032047 A1 20050210
WO 1994025602 A 19941110

Al US 1995-537802 19951221

RLI WO 1994-GB957 19940505

ED 20070328

DT Patent

AB Newly elucidated sequences of hepatitis G virus type 4 and type 5 are described
together with those of a newly discovered type 6. Unique type—specific sequences
in the NS4, NS5 and core regions enable HCV detection and genotyping into types 1
to 6. Antigenic peptides and immunoassays are descr ibed.

CLM

2007. 8

US6881821 B2: What is claimed is:1. An isolated peptide having an antigenic
sequence selected from the following:a) QPAVIPDREVLYQQFDEM (SEQ ID NO:32); and, b)
ECSKHLPLVEHGLQLAEQF (SEQ ID NO:46)

2. A peptide according to claim 1 which is bound to a multiple antigen peptide core.

3. A peptide according to claim 2 having a sequence selected from the fol lowing:a)
[H. sub. 2 N-QPAVIPDREVLYQQFDEN]. sub. 8 K. sub. 4 K. sub. 2 K-COOH (SEQ ID NO:32); and, b)
[H. sub. 2 N-ECSKHLPLVEHGLQLAEQF]. sub. 8 K. sub. 4 K. sub. 2 K-COOH (SEQ ID NO:46) ;where
K.sub.4 K.sub.2 K is the multiple antigen peptide core

4. A peptide according to claim 1 which is fused to another peptide to form a
fusion peptide.

5. A peptide according to claim 4 fused to another peptide selected from the group
consisting of b-galactosidase, glutathione-S-transferase,
trpE and polyhedrin coding sequence

6. A peptide according to claim 1, wherein said peptide is labelled.

7. An immunoassay device which comprises a solid substrate having immobilized
thereon a peptide according to claim 1

8. A device according to claim 7 wherein a mixture of antigenic peptides of HCV
type 4, type 5 or type 6 is immobilized on the solid substrate

USGENE-10
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9. A device according to claim 7 wherein a mixture of antigenic peptides of HCV

types 4, 5 and 6 is immobilized on the solid substrate

10. A device according to claim 7 wherein the mixture further comprises one or more
antigenic NS4 peptides of HCV types 1 to 3.

11. A device according to claim 10 wherein the mixture is a mixture of HCV type 1
2, 3, 4, 5 and 6 antigenic peptides.

12. A device according to claim 7 for HCV typing which comprises a solid substrate
containing HCV-4, HCV-5 and HCV-6 antigenic peptides

13. A device according to claim 7 for HCV typing, further comprising a mixture of
non—immobi | ized heterologous—type blocking HCV peptides, wherein said mixture
excludes the peptide of the HCV type being detected

14. An immunoassay kit which comprises an immunoassay device according to claim 7
for HCV typing, together with a series of solutions, each solution comprising a
mixture of heterologous-type blocking HCV

peptides, wherein each solution excludes the peptide of the HCV type being detected

15. An immunoassay kit as claimed in claim 14, wherein the immunoassay device
comprises a solid substrate having having immobilized thereon a mixture of
antigenic peptides of HCV types 1, 2, 3, 4, 5, and 6; together with a series of six
competing solutions, each solution containing a mixture of different antigenic
peptides of HCV types 1, 2, 3, 4, 5 and 6

16. A method of in vitro screening a sample for HCV antibodies which comprises:a)
obtaining said sample;b) contacting said sample with a peptide of claim 1 and, c)

detecting any antibody-antigen complex produced

17. A method according to claim 16 wherein the peptide is immobilized on a solid
substrate

18. A method according to claim 17 wherein a mixture of peptides is immobilized on
the solid substrate

19. A method according to claim 18 wherein the mixture is a mixture of HCV type 1,

2, 3, 4 5 and 6 antigenic peptides

20. A method according to claim 17 wherein the sample and a mixture of
heterologous—type blocking HCV peptides are applied to the peptide immobilized on
the solid substrate

21. A method according to claim 16, wherein HCV antibodies present in the sample
are captured on a solid substrate, wherein said peptide is labeled, and wherein
said peptide is applied to said HGV antibodies captured on said substrate for

2007. 8
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SSO
ORGN
SQL
SEQ

detection of any captured HCV antibodies
NUCLEIC; NGBI; GRANTED

Unknown

222

1 gtctatcagt gttgtaacct ggageccgaa getcgeaagg ctattactge
51 cctcacagaa agactctacg tgggcggecc catgcacaac agcaagggag
101 acctttgtgg gtatcggaga tgtcgggcaa goggagtctt tacgaccage
151 ttcggaaaca cgotgacgtg ctacctaaaa gocacggecg ctattagage
201 ggegggectg agagactgea ot

FEATURE TABLE:

Key

|Location|

+ +

source  |1..222

BsRp (ex)

=> UPLOAD

IS THIS DATA A QUERY, OR FOR A RUN PACKAGE? Q/R/ (END) R
ENTER NAME OF RUN PACKAGE, END OR (?) :BLAST

START LOCAL KERMIT TRANSMIT PROCESS

UPLOAD SUCGESSFULLY COMPLETED

L1

=D

L1
LQUE

2007. 8

GENERATED

L1 LQUE

ANSWER 1 USGENE COPYRIGHT 2007 SEQUENCEBASE GORP on STN
gtatatataa cgtgatgage gtacgggtge ggagacgcac cggagegetcgeccageege
cgctccaage ccctgaggtt tccggggace acaatgaacaagttgetgtg ctgegegete
gtgtttctgg acatctccat taagtggaccacccaggaaa cgtttcctcc aaagtacctt
cattatgacg aagaaacctctcatcagctg ttgtgtgaca aatgtcctec tggtacctac
ctaaaacaacactgtacagec aaagtggaag accgtgtgeg ccccttgece
tgaccactactacacagaca gctggcacac cagtgacgag tgtctatact
geageccogtgtgcaaggag ctgcagtacg tcaagcagga gtgcaatcege
acccacaaccgegtgtgcga atgcaaggaa gggegetace ttgagataga
gttctgcttgaaacatagga getgecctec tggatttgga gtggtgcaag
ctggaaccccagagegaaat acagtttgea aaagatgtcc agatgggttc
ttctcaaatgagacgtcatc taaagcaccc tgtagaaaac acacaaattg
cagtgtctttggtetectge taactcagaa aggaaatgca acacacgaca
acatatgttccggaaacagt gaatcaactc aaaaatgtgg aatagatgtt
accctgtgtgaggaggcatt cttcaggttt getgttecta caaagtttac
gectaactggettagtgtet tggtagacaa tttgectgge accaaagtaa
acgcagagagtgtagagagg ataaaacggc aacacagctc acaagaacag
actttccagctgetgaagtt atggaaacat caaaacaaag cccaagatat

USGENE-12



agtcaagaagatcatccaag
ggcacattggacatgctaac
gaaagcttaccgggaaagaa
aaaggcatgcaaacccagtg
gaataaaaaatggcgaccaa
aagcactcaaagacgtacca
gaagaccatcaggttcctte
agttatttttagaaatgata
tgcttataactggaaatgge

=> RUN BLAST L1/SQN

BLAST Version 2.2

atattgacct ctgtgaaaac agcgtgcage
ctcaccttcg agcagcttcg tagettgatg
agtgggageca gaagacattg aaaaaacaat
accagatcct gaagctgetc agtttgtggc
gacaccttga agggcctaat gcacgcacta
ctttcccaaa actgtcactc agagtctaaa
acagcttcac aatgtacaaa ttgtatcaga

ggtaaccagg tccaatcagt aaaaataagc

cattgagctg tttcctcaca attggecgaga tcccatggatgataa

The BLAST software is used herein with permission of the

National Center for Biotechnology Information (NCBI) of

the National Library of Medicine (NLM). See also, Altschul,
Stephen F., Thomas L. Madden, Alejandro A. Schaffer, Jinghui
Zhang, Zheng Zhang, Webb Miller, and David J. Lipman (1997)

“Gapped BLAST and PSI-BLAST: a new generation of protein

database search programs.”

Nucleic Acids Res. 25:3389-3402

480 ANSWERS FOUND BELOW EXPECTATION VALUE OF 10.0

Similarity
Score
2686 ||
[
i
[T
[HTEET
LT
[HTTEET
(LT
A
[T
1343 [T

Answer Count 100

200 300 400 500

USGENE-13
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HOW MANY ANSWERS WOULD YOU LIKE TO KEEP ? (ALL) OR ?:ALL

L2  RUN STATEMENT CREATED

L2 480

GTATATATAACGTGATGAGCGTACGGGTGCGGAGACGCACCGGAGCGCTC
GCCCAGCCGCCGCTCCAAGCCCCTGAGGT TTCCGGGGACCAGAATGAACA
AGTTGCTGTGCTGCGCGCTCGTGTTTCTGGACATCTCCATTAAGTGGAGC
ACCCAGGAAACGTTTCCTCCAAAGTACCTTCATTATGACGAAGAAACCTC
TCATCAGCTGTTGTGTGACAAATGTCCTCCTGGTACCTACCTAAAACAAC
ACTGTACAGCAAAGTGGAAGACCGTGTGCGCCCCTTGCCCTGACCACTAC
TAGACAGACAGCTGGCACACCAGTGACGAGTGTCTATACTGGAGCCCCGT
GTGCAAGGAGCTGCAGTACGTCAAGCAGGAGTGCAATCGCACCCACAACG
GCGTGTGCGAATGCAAGGAAGGGCGCTACCTTGAGATAGAGTTCTGCTTG
AAACATAGGAGCTGCCCTCCTGGATTTGGAGTGGTGCAAGCTGGAACCCC
AGAGCGAAATACAGTTTGCAAAAGATGTCCAGATGGGTTCTTCTCAAATG
AGACGTCATCTAAAGCACCCTGTAGAAAACACACAAATTGCAGTGTCTTT
GGTCTCCTGCTAACTCAGAAAGGAAATGCAACACACGACAACATATGTTC
CGGAAACAGTGAATCAACTCAAAAATGTGGAATAGATGTTACCCTGTGTG
AGGAGGCATTCTTCAGGTTTGCTGTTCCTACAAAGTTTACGCCTAACTGG
CTTAGTGTCTTGGTAGACAATTTGCCTGGCACCAAAGTAAACGCAGAGAG
TGTAGAGAGGATAAAACGGCAACACAGCTCACAAGAACAGACTTTCCAGC
TGCTGAAGTTATGGAAACATCAAAACAAAGCCCAAGATATAGTCAAGAAG
ATCATCCAAGATATTGACCTCTGTGAAAACAGCGTGCAGCGGCACATTGG
ACATGCTAACCTGACCTTCGAGCAGCTTCGTAGCTTGATGGAAAGCTTAC
CGGGAAAGAAAGTGGGAGCAGAAGACATTGAAAAAACAATAAAGGCATGC
AAACCCAGTGACCAGATCCTGAAGCTGCTCAGTTTGTGGCGAATAAAAAA
TGGCGACCAAGACACCT TGAAGGGCCTAATGGACGCACTAAAGCACTCAA
AGACGTACCACTTTCCCAAAACTGTCACTCAGAGTCTAAAGAAGACCATC
AGGTTCCTTCACAGCTTCACAATGTACAAATTGTATCAGAAGTTATTTTT
AGAAATGATAGGTAACCAGGTCCAATCAGTAAAAATAAGCTGCTTATAAC
TGGAAATGGCCATTGAGCTGTTTCCTCACAATTGGCGAGATCCCATGGAT
GATAA/SON. —E 10.0

Answer set arranged by accession number; to sort by descending

similarity score, enter at an arrow prompt (=>) “sor score d”

=> SOR SCORE D

PROCESSING COMPLETED FOR L2
L3 480 SOR L2 SCORE D

=> D TRIAL ALIGN 1 480

L3 ANSWER 1 OF 480 USGENE COPYRIGHT 2007 SEQUENCEBASE CORP on STN
Tl Compositions and methods for the prevention and treatment of

cardiovascular diseases (Patent)

MTY  mRNA
SQL 1355
BLASTALIGN

2007. 8
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Query = 1355 letters

Length = 1355

Score = 2686 bits (1355), Expect = 0.0
Identities = 1355/1355 (100%)

Strand = Plus / Plus

Query: 1 gtatatataacgtgatgagegtacggetgcggagacgcaccggagegetegeccageege
CLCPECCPERECEEEECEECEE TR E PR EE TP
Sbjct: 1 gtatatataacgtgatgagegtacggetgcggagacgcaccggagegetcgeccageege
Query: 61 cgctccaageccctgaggtttcoggggaccacaatgaacaagttgetgtgctgcgegete
CECECCEECEEEE R E PP LT
Shjct: 61 cgctecaageccctgaggtttecggggaccacaatgaacaagttgetgtgctgegegcte
Query: 121 gtgtttcotggacatctccattaagtggaccacccaggaaacgtttectecaaagtacctt
CLCPECCPERECEEEECEECEE TR E PR EE TP
Sbjct: 121 gtgtttcotggacatctccattaagtggaccacccaggaaacgtttecteccaaagtacctt
Query: 1261 ggtaaccaggtccaatcagtaaaaataagctgcttataactggaaatggccattgagetg
CECECCEECEEEE R E PP LT
Sbjct: 1261 ggtaaccaggtccaatcagtaaaaataagetgcttataactggaaatggecattgagetg
Query: 1321  tttcctcacaattggegagatcccatggatgataa 1355
FLCEECCPERECEEEC TR EE T
Sbjct: 1321  tttcctcacaattggegagatcccatggatgataa 1355
L3 ANSWER 480 OF 480 USGENE COPYRIGHT 2007 SEQUENCEBASE CORP on STN
Tl Osteoprotegerin (Patent)
MTY ~ DNA
AL 24
BLASTALIGN
Query = 1355 letters
Length = 24

=> S L3 AND ((TNF## OR TUMOR NECROSIS FACTOR?) (2A) (RECEPTOR? OR BINDING PROTEIN?))/BI, ECLM AND

L6

Score = 40.1 bits (20), Expect = 2e-08
Identities = 20/20 (100%)
Strand = Plus / Plus

Query: 1108 caagacaccttgaagggect 1127

Sbjct: 1

caagacaccttgaagggect 20

AY>1990 AND GRANTED/SSO

480 S L3

8124 TNF#/BI
5134 TNF#/ECLM
178934 TUMOR/BI

USGENE-15
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L7

55956 TUMORS/BI
215867 TUMOR/BI
((TUMOR OR TUMORS) /BI)
6270 NECROSIS/BI
254502 FACTOR?/BI
5965 TUMOR NECROSIS FACTOR?/BI
((TUMOR (W) NECROSI'S (W) FACTOR?) /BI)
43712 TUMOR/ECLM
2778 NECROSIS/ECLM
117817 FACTOR?/ECLM
2596 TUMOR NECROSIS FACTOR?/ECLM
((TUMOR (W) NECROS1'S (W) FACTOR?) /ECLM)
297291 RECEPTOR?/BI
142895 RECEPTOR?/ECLM
260220 BINDING/BI
3052258 PROTEIN?/BI
24305 BINDING PROTEIN?/BI
((BINDING (W) PROTEIN?) /BI)
192272 BINDING/ECLM
872693 PROTEIN?/ECLM
16941 BINDING PROTEIN?/ECLM
((BINDING (W) PROTEIN?) /ECLM)
4363 ((TNF## OR TUMOR NECROSIS FACTOR?) (2A) (RECEPTOR? OR BINDING PROT
EIN?))/BI, ECLM
6320174 AY>1990
(AY>1990)
2073916 GRANTED/SSO
120 L6 AND ((TNF#t OR TUMOR NECROSIS FACTOR?) (2A) (RECEPTOR? OR BINDI
NG PROTEIN?))/BI, ECLM AND AY>1990 AND GRANTED/SSO

=> SOR SCORE D
PROCESSING COMPLETED FOR L7

L8

120 SOR L7 SCORE D

=> D BIB AB ECLM ALIGN 1

L8
AN
Tl
IN

PA
PI
Al
DT
AB

2007. 8

ANSWER 1 OF 120 USGENE COPYRIGHT 2007 SEQUENCEBASE CORP on STN
6284740.5 cDNA USGENE

Osteoprotegerin (Patent)

Boyle William J. (Moorpark, CA); Lacey David L. (Thousand Oaks, CA);
Calzone Frank J. (Westlake Village, CA); Chang Ming-Shi (Newbury Park
CA

Amgen Inc (Thousand Oaks CA)

US 6284740 B1 20010904
US 1997-974186 19971118
Patent

The present invention discloses a novel secreted polypeptide, termed
Osteoprotegerin, which is a member of the tumor necrosis factor receptor
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superfamily and is involved in the regulation of bone metabolism. Also
disclosed are nucleic acids encoding Osteoprotegerin, polypeptides
recombinant vectors and host cells for expression, antibodies which bind
Osteoprotegerin, and pharmaceutical compositions. The polypeptides are
used to treat bone diseases characterized by increased resorption such
as osteoporosis.

ECLM
US6284740 B1: What is claimed is:1. A method of increasing levels of
osteoprotegerin in a mammal comprising administering to the mammal a
nucleic acid encoding osteoprotegerin, wherein the administration
results in an increase in the level of osteoprotegerin and wherein the
increase in the level of osteogrotegerin in the mammal results in
increased bone density.
BLASTALIGN
Query = 1355 letters
Length = 1355
Score = 2686 bits (1355), Expect = 0.0
Identities = 1355/1355 (100%)
Strand = Plus / Plus

Query: 1 gtatatataacgtgatgagegtacgggtgcggagacgcaccggagegetecgeccagecge

CLCPECCPERECEEEEEEEEEE TR EE PR T E TP
Shjct: 1 gtatatataacgtgatgagegtacggetgcggagacgcaccggagegetegeccagecge
Query: 61 cgctccaageccctgaggtttcoggggaccacaatgaacaagttgetgtgctgcgegete

Sbjct: 61 cgctecaageccctgaggtttecggggaccacaatgaacaagttgetgtgctgegegcte

Query: 1261 ggtaaccaggtccaatcagtaaaaataagetgettataactggaaatggccattgagetyg

CECCEEEEEEEEEEE R e e e e e e e e e e e e e e e e e e e e ey
Sbjct: 1261 ggtaaccaggtccaatcagtaaaaataagetgettataactggaaatggccattgagetyg
Query: 1321 tttcctcacaattggcgagatcccatggatgataa 1355

CECCEPCCTTEEEEEET P EEEE T
Sbjct: 1321 tttectcacaattggegagatcccatggatgataa 1355

2007. 8



