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A REGISTRY Z7+1 /L BoFItEE

REGISTRY 774 DEHNICEATIMNERNBTEZHEBNAL, mREQD—
RELUNDOEIBRELRZ (RE2BIBR, T2BENT7IV—
R OBIOBINKRE, BREINI7IV—REK), BIXUEFDOMMOE S

EEEROBRRARICOVTHALEYS.






A REGISTRY Z7+1/)L BIAIEZF

REGISTRY 77/ ILDEE

B REGISTRY 77AJLIE CAS WER T HILEYMELERINDEEI7MILTHS.

IES$E + GenBank HX®DEF T—4
(2005 ELUBIFHEDHIEDODH)

(2022 &£ 2 AH)
7714 % REGISTRY
BiEE Chemical Abstracts Service (CAS)
CAplus/CA T7AILICIER SN TVAR— v IS LUMERX

BT TERS #EMSLEINFERLNEZEL TS,

* GenBank HEDEFIFEHRBHINEZLTLNS.

R B oxXm Fef-JF4er) BHABEIZEOND.

- BEHICEATAHAMIER REMER HKEFLEDOFER,
REGISTRY 77D DIFZ7AINAYVORA—N—1RFBTH_ETHEIZE

- EHILOI—F%, CAplus/CA J7AIIZHORA—N—FRT 2L, FOEFIIC

5.
g -3 FR 5| DUN SR (L 1950 FELHETHE ~
La—KF#k MEBEA (BRYIEA
% 60,889,100 #
UR 8% 14 BUNDE 12,361,900 4
&it - 73,251,000 #
CAS RN® {5 = 100 %
BHEE #8

BLLSY 27 BUA (EEEH)




A REGISTRY 74/l BZFItEE

REGISTRY 774 JLDEEF|{E

B REGISTRY J7//LOEIILI—FK
- REE-FUNVBEDORIIMNK 7,000 BAHULERFIATNS.
- IRFINTWBEILI—FDH 91 % (F 2000 FLUBEDEHZRTHS.
- BHICEATHIXEIER (FFEF, ERHFXH) NBELHSIL, CAplus/CA I7 )L~Av0O
RA—N—RBRETS.
B A5 DU ERIR
- CAplus/CA 74 JLIZIREFE N f- X #k

- 56 ’TIEI@##ELF%??*%EQ& 5 IE”V;%*%EQ (EAPO, EPO, WIPO, ARIPO, GCC) MOFEITE
NTI-%58F T, CAplus/CA T7AILDRN—y 455"

- MEWmX
- RifiLAR—+b
- GenBank

- % - USPTO (HKE), EPO (FR), JPO (AXK) HEMDIRIINE-T—4

- BREIORMBLET—4 : HEADHET—2DH (2005 £ 3 A LK)
ETRURTERBER T —2HIRE

* A=y ORFEE, —DDRHFITIV-—DI5, CAS NEMICAFLEEHFTHS.



A REGISTRY Z7+1/)L BIAIEZF

W OURERE
% B B INDE - RTFR*
£ 7 % IBWEHNN 9 LLEDES TI/EBH 4 LLEDEF
2R P I0)) 1999 4 9 A LLAT 1987 £ LLHT
Ee 5l - FHEEICESTAEEE NN - FRHICEAE TS LB S
1988 4 ~1998 %&£
- REICEE T AT LB G &8 5 B
(FryTE#EFLHLES
1999 & (¥%BRIX 1999 & 10 A) ~ 2014 &£ 4 A
- FHRMEOFECERCEBICAGRLES BHFICRBINLTRTORIN
2014 & 5 ALE
- BERESFIUVEBEH P OFERIBICEEL-E ELGEF
JEHEEFBED | 1991 FELIET 1998 4 LLET
Bt 51| - FHEICESTEEEE NN -FHREICEETIELENN? LEIRS
NI-HEHROFREICHET I8
B (20 LEDTI/EEEH TEry
TEEFELEWES)
1992 F LU 1999 £ LI
- FHREICEETAIREEEIEMS | - FHRAMKICESIEIIRTOELESS
B 5l (XryTEEFEELES) FUER 5 B2 5
GenBank 2005 & 2 A LA
H X O EE 51 - 285 REXR, FTEE2HEEEED)
2005 4 3 ALIE
- CAplus/CA T7AILDINBFE XM R THAIHECHFHLEICEHSINE T DA

*1 REGISTRY J74JLTIl&, 7S/ 50 EERBZEERTFE, 50 HLULEZRVNAVBLEERLTLS.

xR FEERINEE, O EEINELEURBI T CTHLILEEL-LD, @ JYXKSUBEBI FICEFEN
BN BETIE RNA Z2EAETEH-ODIRTOI—FERZETHEE GEEF) @ ks
BRT*#EIIEEFHEE (TOE—4—, AREE) L.

*3 2005 FLIFEIL, FERIEICZ 4,000 LI EDEINESLIFHFOE F (ZINERL TLVELY.

x4 GenBank (£ ERECHIAUERSIN TS, Tz, MBEI ORI—T T BENSAVNIEICHIR
LzEEFHUREBFSNTEY, CN T4—LRICERINIzKEED GenBank BEEMNEFENLTULS.

%5 2007 FEHFLUEE 500 LLED GenBank 79ty avBEE#HDHXDEH (FUNEELAEL.

B EHIL—L
s — DO TCHLREBEENELDZIDEEFOEH ELTRERESNS.

- BAARLCTY, CFBHINALEINCREOEREDELGLHES, RUAKTEBRINSE
BE5l(E, BIEES ELTURERSHND.

+ GenBank HHFE DEF|(L, 1 GenBank BFEEIZDEF 1 La—F&LTRESIS.
=L, Xk HEDBE S & GenBank HEDEHI A, ALEIDEBEEF, —DDLO
—RFIZFEFS.

* FE  BEIL—ILOABIS
- 2002 ELUBOHHF-HMEEXOEIIE BHELEHTERA—DEI TH>THLRER—L
O—KRIZESFHEHF - HESEICRLI—RELTRBEINDE SN HS.
- GenBank HERDEFEXH - HFHFHRXRDEIARLESN TH>THER—La—FRIZHST, BIL
JI—RELTUER SN BIEELHS.



A REGISTRY 74/l BZFItEE

B BEBoLa—F4F| (SQIDE REER)

CAS RN® RN  2128329-99-5 REGISTRY
CA #35l4, CN DNA (synthetic clone W02017-140839 oligonucleotide)

fL#mES  (CA INDEX NAME) RRES LRI ORREE

OTHER NAMES: = %2 %3
CN 1: PN: W02017140839 SEQID: 2 claimed DNA ./_ REAES

F7402F A0k FS  NUGLEIC ACID SEQUENGE ~ @—— [@i<f= (NS/FS) |

EBHE SOL 115 o\_t\
MEBAITEH NN 34a 27 ¢ 21 g 2 | B3 ETRE (/sau) |

HHER" NTE modified

type 00— |location ———- description

modified base c-1 5" —phosphate

¥EFI1EE PATENT ANNOTATIONS (PNTE): o
Sequence |Patent

Source |[Reference
+
Not Given|W02017140839 O——— | B EFESTRE (/PN)
[claimed SEQID REMECE S FSTRE (/PNTE)
|2
B %5l* SEQ 1 catgttcgat gaggcacgat agatgtacge tttgacatac gectttgacaa

51 tacttgagca gtcggcagat ataggatgtt gcaagctccg tgagtcccac
101 aaaccaaaaa cctc

*xRELATED SEQUENCES AVAILABLE WITH SEQLINKs#x*
7FX MF  Unspecified
OSA#EAF Gl MAN
IgkE SR CA
CAS RN® Fr#£ LC STN Files: CA, CAPLUS
CAplus 7274 ILDEREFE DT.CA CAplus document type: Patent
CAS @—J)L RL.P Roles from patents: BIOL (Biological study); PRP (Properties)

1 REFERENGES IN FILE GA (1907 TO DATE)
1 REFERENCES IN FILE CAPLUS (1907 TO DATE)

*1 JL—LINTWBEIIZDVTHERA NTE BEFHR) Js—ILRIZIEESINS.

*2 1999 & 10 A LI[E, CAS N HMSRBILIEIDOLI—FIZEK, NEFRTHIFHFOHHES
CEEHDREEHUE, BINBSHEN CN(EEWERFF) T0—IILRICINEE SIS,

*3 1999 £ 10 AL, CAS A HFHALFRIILIEEINOLI—FIZIE, B OEHFIHFRA PNTE (B
FERR) Jo—IILRIZIREEESNB.

- INBRROEHFOHHFES (STN EX)

- JL—LIhTWBEHESH

- BFHAMEFTOEBRUE BEINBFTLHLE)

BEFIZOVWTWAEINRDT/T—aviE#R (WIPO OARLEBREORELAEDHLATINS. )

x4 BEBIRAS 700,000 ZBADHEVATLYIYEDF=HIZ, SEQ T4—ILRIZERFIFRTRENT,
DISPLAY LENGTH EXCEEDS SYSTEM LIMITS DAvt—UARFIND.



A REGISTRY Z7+1/)L BIAIEZF

B 2N\ JBEOLI—Ffl (SQIDE RRFERH)

RN  216259-64-2 REGISTRY

CN  Cyclo[3-(trans—4-aminocyclohexyl)-L-alanyl-L-threonyl-L-phenylalanyl-L-
prolyl-L-tyrosyl-D-tryptophyl] (9CI) (CA INDEX NAME)

OTHER NAMES: ‘/— BB SLBIDEEMLE,

CN 70: PN: US20020042374 PAGE: 10 claimed protein o 5l & B2 *3

CN 74: PN: US6268342 SEQID: 80 claimed protein

FS  PROTEIN SEQUENCE; STEREOSEARCH .__——-—————| 2B IZRE (PS/FS)

SOL 6 r—

%S NTE oyclic | 25 K CRE (/SQL) |

modified (modifications unspecncled).K

type 00— location ————- \\\L description

ctereo Tro6 - D [ EIAOBECEHOERT
RE (/NTE)

PATENT ANNOTATIONS (PNTE): P
Sequence |Patent
Source |Reference
+
Not Given|US2002042374 o B BESTRE (/PN)
|claimed PAGE FEHME PRI EFES TRE (/PNTE)
[10
|US6268342
|claimed SEQID - - -
180 SQIDE3 REMXDBE : 7I/BH 3 XFI—FTERRIND
SEQ3 1 Ala—Thr-Phe—-Pro-Tyr-Trp
SEQ 1 ATFPYW
*xRELATED SEQUENCES AVAILABLE WITH SEQLINK*x*
MF  C47 H58 N8 08 ?
SR CA

SEQLINK EXACT a<>FTRILCES %
LC  STN AT2, USPATFULL
DT.CA G it&)é &fa\r%é

RL.P Roles from patents BIOL (Biological study); PRP (Properties); USES
(Uses)

RLD.P Roles for non-specific derivatives from patents: BIOL (Biological
study); PREP (Preparation); USES (Uses)

W‘%\FEQH/B\;;%DQ— HWiE CKBEUNDOTRMA 252 LT O

BEIEERRLATRE)

7 REFERENCES IN FILE CA (1907 TO DATE)
1 REFERENCES TO NON-SPECIFIC DERIVATIVES IN FILE CA
7 REFERENCES IN FILE CAPLUS (1907 TO DATE)

*5 JL—LEINTWBEFCDOWVTOFERMN NTE $EFHER) J0—ILFICIEESINS.
-0, B - REEDOTFI/BI—KREE TRV VBEOERINDESIL, FL—LOFEICEHDLS
TR REREDT7I/BI—FOEENFHERICIESNS.



A REGISTRY 74/l BZFItEE

EEXRTREA

B RTRER (

FRABEOSVRTER)

- TI4IELD IDE REBKXTE, BIFEBRAR TSN,

- BRIFHRERTIAICE BEINERANDERRTHEKX (SQIDE RTBALGE) ZHEETS.

- SCAN RRBHATIE, BRI REHETHLIEIHESD, B IETRRSNGL.

E T 5= A&
IDE FIDE R ~ERXMNSEBERT—4 (RSD) &MET—4 (PROP) ZBRLN=¥E 1HE#R.
=1L, 50 EMET. TIAILIRTREAK
SCAN SAM RERBERERL. =L, RZEBEBEIRRINT, BZEFIEISUF L
CA RE|IBZLEIE (BBIIXRRTINLLY
SAM CA E5l&, ##FX, VSREHFa—F, #BE&, I E, K
REG CAS RN® (RN, DR, AR, PR, RR)
H_” PPROP | T RTOHEMMEE
i
EPROP FTRTHOERBYEE
PROP TRTOYHEE (EPROP, ETAG, PPROP)
FIDE BUONIE - BREBEOENT—2ZBR<IRTOYEIER
ALL*', . R .
IALL*? TRTDT4—IE, BLY CA F7AILDEH 10 45 OXEIER
' (BIB, ABS, IND)
MAX
sab CAS RN” (RN, AR, DR, PR, RR), 774 /Lt5 A2k (FS), BEFI&KE (SQL),
BEMR (NTE), $¥5r1E R (PNTE), 1 XFa—FODEHT—4 (SEQ)
SQD3 SQD X REKERL. =L, BT —42 (SEQ3) [F 3 XFaA—KTRERINDB.
zﬁ SaN CAS RN” (RN, AR, DR, PR, RR), {tZ#MEBE & F (CN), F7AILEF A2k (FS), B
Bg 5| £ (SQL), CAplus/CA/CAOLD Z7A4IL DX k% (REF)
E3
2 | soE IDE RRMX, BLVEFIE (SQL), &%E& (NA), F#R (NTE), HHI1E®
(PNTE), 1 XFa—K®DE& % T—4 (SEQ)
SQIDE R REEAKXERL. =1ZL, B FHFT—42 (SEQ3) & 3 XFaA—KTRERSNh
SQIDE3
3.
HIT*3 EvkLEERISLIVEYRE—LZEL T4—ILK
;i KWIC *3 EvtLzER I DI HELVEYR—LDTHETE 20 3B
QRD*3 IDE KRR EEVLERINELIVEYRI—LEE L T4—ILE
*1 T—RENEEIZZVEEHNHD. CA J7MILOXHE (10 HLT) 2XRrC=5.
¥2 AVTURE ALL RREX. CA J7MLDOXMBERBO,NELEI(—ILFBATREREINDS.
*3 SEEEIBRERLEBAEIE FS, SQL J4—ILRE RTINS,




A REGISTRY Z7+1/)L BIAIEZF

BC 51 % 3R 0D 45 &

B ZB-AVNIEBZRAEBEITHAEICIE, BIa—FHSBRELIZLLOD, CAS RN® DO FZ R,

Genbank BFEEMNLGREBELELOMIZKY, REAEZINELS.

Yes

| | BAIa—FTRETS? |

No

- CAS RN® Tl &
- AMTHRE (/CN)

B2 Ic HEE ORI E T e
—WTBE 5N —HI=E O E 5 5 L m 5l p¢ || Genbank ES TR (/ON)
BE M E BE
=2 ERIIRR C BMARIBRR REOS—R R AEBEOLI—RE—DIEEDD
- EEERSTrI— - HowEyNTorI)— (B 5 M) || IZ1%, SEQLINK EXACT av > K%
BE BE HEATS
(P.8 &B) (P.8 &H) (P.24 &HB)

* J7I)—RBRERRFTI/BI-—FDRRDATHATESD

Bont-BHIZEI K (/SQL) PEHFFOERE ML E (/PNTE), EEHIFHR (/NTE) HET
RYRALIEL TR

EEFICEAT A XM (45, FEEHFXXE) PR ELRIZ S (X, CAplus/CA T7A(ILAYBR

F—N—BREKTD
(LEERFPDEBITA T3> THDB)
BZE  BBEEZLITV
SEEERIBRE
B 51l B =X SEQ 1 LTSLKSLFGS DPLSQ
(EHEO—FP7I/EEI—F)
LTSLKSLFGSDPLSQ 2
SEEERITIFI)—BRE"
SEQ 1 LTSLRSLFGS DPLSQ
XN Z\ )
ﬂ'\:ED:/—*ﬁﬁ IZIBJJ EE;'J@%
e - 0 EOREP TSASIESORLIS)
Score = 30.4 Expect = 0.5 | ~ o 0000 " J
Identities = 14/15 (93%) — N h
Positives = 14/15 (93%) BAERINT7IN—RR
Query: 1 %T%Il(?ﬁ(liflffl’ﬁ? 15 SEQ 1 TPAPKKEPKD REPLTSLRSL FGSDPLSQ
| subject: 35 LASLKSLFGSDPLSG 49 J

*R I K oFficLTEyh




A REGISTRY 74/l BZFItEE

STEREINRER -HBHEINRRE

B E2EINRFR-BIEINRRDOANFE

[=> S a—K/BRREAT ]

- BEIREE ZRBERFEEI—F, FVNVERT7I/BO—FEE-TIRET D,

- OA—FEITAR—X([FFEALGL.

B BRERI4T
% R /SQEN SE 2B 5 /SQSN 8 43 B2 5|
/SQEP SEE B 5 /SQSP 4 B 5
BRINDE
/SQEFP SEE£f5T773)— | /SQSFP HoBs o773 —

- E2ENEE O BIEBEBRXICEEIT—HLEENNAEVRTS.
Hoiilgxkx HEINERXZ—BICETEINIEVETS.
IT7I—RFE - EWEETI/BRELEH-EINAEVNTS (FI/BEOEMEX P13 ).

- MARIRRELUVHMAEINI7IV—RERTHE, FrvTRB5 - BHARLTSEAATLHIED

TE5.
m AAp
=> S GCCAAGCTGGCATCCGTCA/SQEN — BBDTEHINEFE
=> S LTSLKSLF/SQEP — B INOEDTELEINEFE
=> S L1 AND CLAIM?/PNTE — IL—ALZIHTOBEIIZIRE
=> S L1 AND SQL=<300 — B3R TRZE
=> S (TPKTR(L)ALEGSL)/SQSP — [A—FEHAICEENTVREINEFEFE
=> S MALWMRLL.{1-5]LALWP/SQSP — FrwTHBEFRoEFE
=> S (TGACGGAT|ATCCGTCA)/SQSN — BHRILEFRo-EFE

B BIDa—Fq>49 @—FoAEVIE)
- BBt 5 KigHD 3 KIGDIE

- AU80E N XKim (NH2) A5 C Kim (COOH)

B BREBOMMHERRE

- %EEDSEEES (/SQEN), HEHIKRFE (/SQSN) TlE, HAHEIEIMIZIEIRESH
BUOOT, BEICHRUT, HHEHELINERETS.

8



A REGISTRY Z7+1/)L BIAIEZF

B Z2EIBETIX BIIE 200 ETOEFIZ EXPAND THRTHIENTES.
- AHH

=>ETTTGGGGTTT/SQEN

=> E TALKR/SQEP

W B 0

» SELECT av > FICkY, La—FHhoESIZHME TESH, 200 O—FETTHS.

B EINRRICFATESERETF

- B EEHIHEZER (/SQSN, /SQSP), B A 77— FE (/SQSFP) T (L) BEF &
(NOTL) BEF%FAETES.

- (L) BELEEROBARINA-—HPICHILI—FERRTS.
1 :=> 8 (GIVEQCCTSI(L)GERGFFYTPK)/SQSP

(L EEFE 2 BULFARBIZIERE Ma—F/BERE24T1 OXE (L) BEF
THAEGHOELIDELNSHS.
5 :=>S GIVEQCCTSI/SQSP(L)DFVNQHLCGS/SQSP(L)GERGFFYTPK/SQSP

- (NOTL) : 8 ELESHEIAR —HPICHEWNLI—FZEBRETS.

B 75—F (B® SDI &%)

* REGISTRY 774/ DEELEHINREK -BHE I FE, BLAST READ—RKRFRIX, 75—+%
BRITHIENTES.



A REGISTRY 74/l BZFItEE

WEI—K-7I/Ba—F

B ZEOEEI-F

+ IR O—K (Symbol) EEBRI—F (Ambiguity Codes) M&H 5.
=> HELP NUC THFRETE5.

E2ESIT AR TEVRT S

SEsnh e Evhkgda—F a—F

A adenine A A

C cytosine C C

G guanine G G

I inosine [ I

T thymine (in DNA) T T, U

u uracil (in RNA) u T, U
_ 2R T HoB s cevhd 5
BRI =R EvhkgdHa—F a—k

Y pyrimidine Y A, G, R, X L%t

R purine R C, T,U, X, Y L4

M amino M G, T, U, K, X L4

K keto K A, C, M, X LL%

S strong interaction (3 H bonds) S A T, U W, X L5t

w weak interaction (2 H bonds) w G, C, S, X L4t

B not—-A B A, X Lo

Vv not-T, not-U \Y; T, U, X L4

D not-C D C, X L4t

H not-G H G, X L4t

N unknown nucleotide N I AT (any)

X uncommon nucleotide X X

Z non-specific nucleotide ERAT A C,G T, U, I s

- BBERI—F(E GenBank HEMDHKEESI OLI—RTEITERAIATNS.

- EREAINKRE =5 S BEKI—FZELE5|/SQEN

- BRO—FZ2ZE2EITHRETSE, HFEDI—FODHFHABRERINS.
(51 : Y/SQEN T Y AbEvVkT3)

FD=H, EvbTARZREBEINDLI—FIEEIZ GenBank HETHS.

- BABAINKRE =S BEKI—FZELEHI/SQSN

- BRO—FZHOPEINTHRETEE, E&I
(Bl :Y [ A G R, X BUSADaIO—KTEYR)

-3
i)

S5a—KAEwYhT 5.

ZD1=8, GenBank HEKLL4 D CAplus/CA TJ7AIILHAKRDEF LI—FHEVLT S.

- =L, BBka—F%Z [] THLE BEDI—FDOHIPBRERINS.
(451 : [BI[RI[Y]/SQSN &9 %& BRY MEVRT )
COBEIZIE EvbTARZRBESN OLI—KRIEZXIZ GenBank HETH 5.




A REGISTRY Z7+1/)L BIAIEZF

W 73I/Fa—F
—RT7I/BRO—FEEHR-RXREEDTI/Ba—FL1H5.
« => HELP AAC (— % 73/F30—F), => HELP AAU (&% -REEDT7I/BE1—K) THERT
5.
B —R7I/Ba—F

1 XFa—F& 3 XFI—FAFATES.

1 XF | 3 XF I, YIRS HH BT
a—FK a—Fk - Evhdba—F EvkdBHa—F
A ALA Alanine A A
B * ASX Aspartic acid or Asparagine B D, N
C CYS Cysteine C C
D ASP Aspartic acid D D
E GLU Glutamic acid E E
F PHE Phenylalanine F F
G GLY Glycine G G
H HIS Histidine H H
I ILE Isoleucine I I
J* XLE Isoleucine or Leucine J I, L
K LYS Lysine K K
L LEU Leucine L L
M MET Methionine M M
N ASN Asparagine N N
(0] PYL Pyrrolysine 0] 0]
P PRO Proline P P
Q GLN Glutamine Q Q
R ARG Arginine R R
S SER Serine S S
T THR Threonine T T
U SCY Selenocysteine U U
\Y, VAL Valine \Y \Y
W TRP Tryptophan W W
X XXX Uncommon or Unspecified X X
Y TYR Tyrosine Y Y
Z* GLX Glutamic acid or Glutamine Z E, Q
*B,J,Z [ /SQSP, /SQSFP OHRETH AT .
EvhdBHa—F
/SQSP*! /SQEFP,/SQSFP
B D, N B,D, N, E Q,Z
z E, Q B,D, N, E Q,Z
J I, L JLL MV

*1 /SQSP ®RFETIX B, 2, J ZOEDDI—FIXEYLLAELY.

11



A REGISTRY 74/l BZFItEE

- 3 XFO—FEMATLHLEEE UTD 2 BYDFENHD.
=> S 'Ala-Thr—-Phe-Pro-Tyr-Trp'/SQEP
=> 8 'Ala”"Thr"Phe"’Pro”Tyr"Trp'/SQEP

1 XFa—F& 3 XFa—FOHEAEHLELFIATES.
=> S VYTA'ABU'EM/SQSP

+ 3 XFIO—NKFIE REGISTRY BLAST TIIF A TEAL.

B EBKREROTI/Ba—F
3 XFA-—FTRETS.
- SQIDE3 RFMRATIE 3 XFI—KARTEHD.

- SQIDE R TEHEH - REEDTI/BI—FIE, T X ELTRRSNS.
f=fZL, NTE J4—JLFT X IR IS OEHK -REBZDTI/BEIHI I TES.

- X(XXX) TREITSE BHR-REBDTI/BRI—FEFLOHTRERTED.

a—F T/ 4

AAA *! aloha—amino acid

AAD 2—-aminoadipic acid (2—aminohexanedioic acid)
AAN alpha—asparagine

ABU 2—aminobutanoic acid

ACA 2-aminocapric acid (2—aminodecanoic acid)
AGN alpha—glutamine

AIB alpha—aminoisobutyric acid (2—-aminoalanine)
APM 2—-aminopimelic acid (2-aminoheptanedioic acid)
APP gamma—amino—beta—hydroxybenzenepentanoic acid
ASU 2—aminosuberic acid (2-aminooctanedioic acid)
AZE 2—-carboxyazetidine

BAL beta—alanine

BAS beta—aspartic acid

BLY 3,6—diaminohexanoic acid (beta—lysine)

BUA butanoic acid

BUX 4-amino—3—-hydroxybutanoic acid

CAP gamma—amino—beta—hydroxycyclohexanepentanoic acid
CHA *2 3-cyclohexylalanine

CIT N5—aminocarbonylornithine

CYA 3-sulfoalanine

DAB 2,4—diaminobutanoic acid

DPM diaminopimelic acid

DPR 2,3—-diaminopropanoic acid

DSU 2,7-diaminosuberic acid (2,7-diaminooctanedioic acid)
EDC S—ethylthiocysteine

GGU gamma~—glutamic acid

GLA gamma—carboxyglutamic acid

GLC hydroxyacetic acid (glycolic acid)

GLP pyroglutamic acid

HAR homoarginine

HCY homocysteine

HHS homohistidine

HIV 2—-hydroxvisovaleric acid

1 —REIVEFKHTI/BLUND alpha TI/ERIE AAA
*2 2006 FICEASNI-O—F



A REGISTRY Z7+1/)L BIAIEZF

()
a—Fk TI/B4
HSE homoserine
HVA 2-hydroxypentanoic acid
HYL 5—hydroxylysine
HYP 4-hydroxyproline
IVA isovaline
LAC 2-hydroxypropanoic acid (lactic acid)

MAA mercaptoacetic acid

MBA mercaptobutanoic acid

MHP 4-methyl-3—hydroxyproline

MPA mercaptopropanoic acid

NAL *2 3-naphtylalanine

NLE norleucine

NTY nortyrosine

NVA norvaline

OAA *3 omega—amino acid

OIC 2—-carboxyoctahydroindole

ORN ornithine

PEN penicillamine (3—-mercaptovaline)

PHG 2-phenylglycine

PIP 2—carboxypiperidine

SAR sarcosine (N-methylglycine)

SPG 1-amino—1-carboxycyclopentane

STA statine (4—amino—3-hydroxy—6-methylheptanoic acid)
THI 3-thienylalanine

TIC 1,2,3,4-tetrahydro—3-isoquinolinecarboxylic acid
TLE *2 3-methylvaline

TML epsilon—N—-trimethyllysine

TZA 3-thiazolylalanine

UND * undefined

WIL alpha—amino—2,4—dioxopyrimidinepropanoic acid

*2 2006 FIZEAINnf-a—F

*3 B BICATO

RFNEENTVETI/BE

4 RTFREPICHEASNTODETI/BIIL—TELTERSND

B 7I/HEOFME

J73)—RETE, FMOT7I/BEZEHTRETES.

EFMmISR

HoKtE, Bg-T3K
HoktE, 18X
BBKME, P
BRK T

Bk, FEK
BHh TR

*B J, Z 125 EEAIE P11 ROTDO *x 318
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A REGISTRY 74/l BZFItEE

FyyJiL 5 RS

B Frv /R85 -HHuRESEHAL BENEMRXICRRLEEFHFTEEETHENTES.

Xy TSR E-EHHREBSIIE S EIHRE (/SQSN, /SQSP) EH L BN TI7I)—RER
(/SQSFP) TOHFFHTHEMTES.

- =L & EBEIITLEIEZE (/SQEN, /SQEP) LELERIHIT7I)—E (/SQEFP)
THRETES.

- A—ERAXPORITIER

?2,0% + (BOEE) > EYRLBDIEE) > & EREIOHS) > | (KRERIIIEE)

B FroJEs
2e T A 56l R
o => S GT.C..A/SQSN GTBCCCA
| BEOFryT -5 S SY . RPG/SQSP SYYGLRPG
] . => S CG. {3} GG/SQSN CGTCAGE
Am} FF=1E [m.] m BEOXrvT => S RGP[5.]SA/SQSP RGPEAQAESA
] . o o => S AA. {2, 5] GGC/SQSN AAGCTGGC
Imn} E=1E m-n} |m S n BEOX VYT =5 S RGP. {3-4} ES/SQSFP RGPEAGAES
=> S CCG:CAG/SQSN CCATCAG
CEFld 2 EE | . _ | = s cca. 2cAG/SaSN CCCAG
101) Frix jo-1) | EOFRRE 1 EEOXYYT | S ¢ p0aE (0. 1) SAA/SASP | AGAEESAA
=5 S AQAE. {0-1} SAA/SQSP | AQAESAA
Y £hE O] => S GGCCT. *GT/SQSN GGCCTACCAT
1 2 o EOBENEQEryT =5 S TAGCGT. {0~ CGTA/SQSN | TACCGTCGTA
SEN =>'S SAA. (0. ) AREAE/SQSFP | SAAEAREAE
.t ] => § TGCC. {1~} AG/SQSN TGCCCAAG
MR | BEUE QX YT =5 S CGGCC. {1, ] ACCGT/SQSN | CGGCCTACCGT
=l =5'S SG. +NEH/SQSFP SGPYKMEH

* BEITE S FFryTREETEYRLIZO—F




A REGISTRY Z7+1/)L BIAIEZF

B ¥B%EEs
s 5 A 541 vk
TTGCA
[] KREBEOEE => S TTIGATICA/SQSN TTACA
TTTCA
-] BEORBREDORN => S AAR[-AE]LEY/SQSP m‘étgl\
> S GG (AT) {2] CG/SQSN GGATATCGC
(m] EH ORI % m EEYET
> S GG(FL) {3]F1/SQSP GGFLFLFLFI
=> S GTCTA{0-2} GGAT/SQSN | GTCTGGATA
CTCTAGGAT
{mon} BRI ORI £ m EHd CTCTAAGGAT
F7-1& {m-n} n @#EYIRT
=> 'S G(LS) {1-2JRI/SASP | GLSRIGR
GLSLSRI
=> S CTAGG?TTA/SQSN CTAGTTA
? FIE 01) | ERORI EEAFL CTAGHTTAA
Ff=l3 {0-1} 1 ERYET => S FLRRI (RP) {0-1}K/SQSP | FLRRIKFR
FLRRIRPK
> S GCAT (CTG) *TTAA/SQSN | GCATTTAAG
* E1=(% {0} BRORIY 2H0E UL GCATETATTAA
Ff=1$ {0-] RURT => S ALAS (G6) {0,]/SQSP | ALASGGA
ALASGGGGS
=> S CAT(CTG) {1-] TT/SQSN | CATCTGTT
P ERE 1) | EHORN £ 1 ELERY CATITTC
FralF {1 B > S KLK (DL) +AL/SQSFP KLKDLAL
KLKDLDLAL
| R => S S(ACD|KLM)F/SQSP SAGDE
) o thamEoEsa—r |~ S MCGIL/SOSP MCGILAVF
DR E > $ VCDS"/SQSFP RKSCGVCDS

1 BYRIEFFEFMOEFI—F, FLEFFEMADES, F-EFEINEH[KD L S

*2 ST2E% (/SQEN, /SQEP), sE£ &% 773—# %K (/SQEFP) T3 FATES
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A REGISTRY 74/l BZFItEE

B BEH 1: ZBEOBS (GCCCAAGCTGGCATCCGTCA) #HE{HEEZEH TR ETS.

TN N

- BEES, BORIBRRTE HFEEHEIBEPNICEFNLEVDOTHRRRTOILEN
5. £, HHEHEHDL 5 RigHo 3 KRIHOE UV TAALTERTILENHD.

SEHOBRFEHDIEE

5 3’
gcccaagctggecatccgtca (HEREIR 1)

cgggttcgaccgtaggcagt (FAHHR) ——) teacggatgeoagettegge (HHEHOEMKX 2)
3’ 5’ 5’ 3

HEFEEHLEO-TL2EINBEER>

=>S B 1/SQEN OR B 2/SQEN

- E2ERHINREFETHE, BHI K 200 LADEFIIZDLNTIE EXPAND THETES.

HEHIEO-H o RIEED>

=> S (AKX 1|/E/RK 2)/SQSN

- HEHEE | (REBRIDIETE) (X REGISTRY J7/IILORLEIBRETIIF A TE

AN
\ %
=> FILE REGISTRY — REGISTRY 77 A LIZA &
=> E_GCCCAAGCTGGCATCCGTCA/SQEN 5 — BET—FFE /SOEN T 1 —IL FT EXPAND 3
E1 1 GCCCAAGCTGGCATCCGT/SQEN
E2 4 GCCCAAGCTGGCATCCGTC/SQEN
[E3 239 ——> GCCCAAGCTGGCATCCGTCA/SQEN
E4 1 GCCCAAGCTGGCATGCGTCAG/ SUE
E5 16 GCCCAAGCTGGCAUCCGUCA/SQEN
=> S E3 — 3 FRFT S (TLEHIEZE)
239 GCCCAAGCTGGCATCCGTCA/SQEN
931765 SQL=20 *—— | B3I E (SaL) tBEBMITHRREIND |
L1 239 (GCCCAAGCTGGCATCCGTCA) /SQEN

(GCCCAAGCTGGCATCCGTCA/SQEN AND SQL=20)




=> E TGACGGATGCCAGCTTGGGG/SQEN 5

E1 1

A REGISTRY Z7+1/)L BIAIEZF

— {HHEDERT— FZF EXPAND 948

GCTCCCTAAAGAATGGCAAA/SQEN

TGACGGATGATTACGCCGAGATTGGTTTATTGGAGGGCGAGGGTGATTACTCTACACCTA

A/SQEN

— 3 FRFETS

— HFHEHE S D -RFERE

E2 1 TGACGGATGCATTAAACTTGCCAAGT
| E3 1 ——> TGACGGATGCCAGCTTGGGC/SQEN
E4 2 TGACGGATGCCAGCTTGGGCT/SQEN
ES 1 TGACGGATGCCAGGAGGTGAGTTTCATG/SQEN
=> § E3
1 TGACGGATGCCAGCTTGGGC/SQEN
931765 SQL=20
L2 1 (TGACGGATGGCAGGTTGGGC) /SQEN
(TGACGGATGCCAGCTTGGGC/SQEN AND SQL=20)
=> SLIORL2
L3 240 L1 OR L2
=> D L3 5 SQIDE

— SQIDE ZFHEATETT S

L3  ANSWER 5 OF 240 REGISTRY COPYRIGHT 2018 ACS on STN

RN 1523583-51-8 REGISTRY

CN  DNA, d(G-C-C-C-A-A-G-C-T-G-G-C-A-T-C-C-G-T-C-A)

OTHER NAMES:

(CA INDEX NAME)

CN  22: PN: W02013192233 SEQID: 22 unclaimed DNA

FS NUCLEIC ACID SEQUENCE
SQL 20 — BIR 5, BHE, HHEx (NTE), ¥HFE®R
NA 4a 8¢ 5g 3t (PNTE) #8327 3IZ(%, SQIDE Rzt
) =ERTD
PATENT ANNOTATIONS (PNTE) : — ¥FHIEH
Sequence |Patent
Source  |Reference
+
Not Given|W02013192233
|unclaimed
|SEQID 22
SEQ 1 goccaagetg gecatccgtca o— | EEIC—EL-B
EvhLE=a—FIZIEZET8E (=) AL
HITS AT:  1-20 ——
*xRELATED SEQUENCES AVAILABLE WITH SEQLINKx*x*
MF Unspecified
CI MAN
SR CA
LC STN Files: CA, CAPLUS, USPATFULL

DT.CA CAplus document type:
RL. P Roles from patents:

Patent
PRP (Properties)

1 REFERENCES IN FILE CA (1907 TO DATE)
1 REFERENCES IN FILE CAPLUS (1907 TO DATE)
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A REGISTRY 74/l BZFItEE

B ®REH 2:VEALY & GIVEQ #R—8EHICECHIVNVEEHRERTS.

(iR pRAk

- EHROEEI—F, FI/BO-FAR—SHPICEETHERIICBRETHICE, AEER
F L) Z2EATS.

=> S (FE/BMa—FW)73/BO—FK)/SQSP « 2>/ \OEDHH I E

- (L) BEFIX, BHEFHEE (/SQSN, /SQSP), BHEH TI7I)—41EFE (/SQSFP)

THFHTES.
N Y,
-> FILE REGISTRY — REGISTRY 77 4 ILI=A B
_ 2 DOTFI/Ba—FHAE—EFIC
=> S (VEALY(L)GIVEQ) /SQSP @—

( 11f§7i5 VEAL)Y§SOSP FEIDEIUERRT S

10231 GIVEQ
L1 2034 (VEALY (L) GIVEQ) /SQSP
-> D 1 SQIDE — SOIDF ZFRBATERTS

L1 ANSWER 1 OF 2034 REGISTRY COPYRIGHT 2018 AGCS on STN

RN  2229062-30-8 REGISTRY

CN Insulin (synthetic human) fusion protein with immunoglobulin G1 (synthetic
human Fc region containing fragment isoform) (CA INDEX NAME)

OTHER NAMES:

CN 5: PN: W02018107117 SEQID: 5 claimed protein

FS  PROTEIN SEQUENCE

SQL 288

PATENT ANNOTATIONS (PNTE) :
Sequence |Patent
Source  |Reference
+
Not Given|W02018107117
|claimed SEQID
|5

(L) BEFIX, AALFIEFIZEFELEL,
VEALY & GIVEQ A R—$EdICHEETS
La—KAEyhd 3

SEQ 1 FVNQHLCGSH LVEALYLVCG EEGFFYTPKA AKGIVEQCCT SICSLYQLEN

51 YCNGGGGAGG GGDKTHTCPP CPAPELLGGP SVFLFPPKPK DTLMISRTPE
101 VTCVVVDVSH EDPEVKFNWY VDGVEVHNAK TKPREEQYNS TYRVVSVLTV
151 LHQDWLNGKE YKCKVSNKAL PAPIEKTISK AKGQPREPQV YTLPPSRDEL
201 TKNQVSLTCL VKGFYPSDIA VEWESNGQPE NNYKTTPPVL DSDGSFFLYS
251 KLTVDKSRWQ QGNVFSCSVM HEALHNHYTQ KSLSLSPG
HITS AT: 12-16, 33-37
MF Unspecified
CI  MAN
SR CA
LC STN Files: CA, CAPLUS
DT.CA CAplus document type: Patent
RL.P  Roles from patents: BIOL (Biological study); PREP (Preparation); PRP
(Properties); USES (Uses)
1 REFERENCES IN FILE GCA (1907 TO DATE)
1 REFERENCES IN FILE CAPLUS (1907 TO DATE)



B RIEERRIT—ILKF

A REGISTRY Z7+1/)L BIAIEZF

J4— LR BRER g | 7 | B A 7161
— — ¥
CAS RN® S 91449-61-5
. S INSULIN
P B ET A S PET191 REDUCED
L s
N YINUIN - HEE O X
F1-1% /BI Ba D F=R S C62H108N12014
S
2| S W00154474
R E S R S CLAIMED
S UNCLAIMED
S INTERFERON?/CN
) = |\ X
/CN fLFME T2 AT &) O S GENBANK M12334/CN
/CNS BREMET AVE - O @) S ?INSULIN?/CNS
. S L2 AND PS/FS
> X
/FS T7AILEGT Ak 4] @) S L2 AND NS/FS
/ED*? ABhH — @) X S L1 AND 19990101<=ED
S L3 AND 4-20/SQL
*2 | — X X
/S = S L5 AND SQL<=500
S 12-42 A/NA*
*2 iﬁ P # . X X
/NA HOEHE (&30 S L7 AND G/NA
/NA.CNT*? BEODEEOEEK — X X S 13-15/NA. CNT
S L8 AND CYCLIC/NTE
/NTE* R 55 O O S L8 AND CHLORO?/NTE
S OAA 17/NTE
/PNTE*® S L7 AND CLAIM?/PNTE
F=1% LEE 4 5B @) X S L7 AND UNCLAIM?/PNTE
/FEAT*® S SEQID 104/PNTE
/PN*® BHES ) O X S JP11243959/PN
/PC*® BHERITE G| O X S L7 AND JP/PC
/MF &N FR a O X S C62H108N12014/MF
/SR IR 8% R ) O X S L7 AND GENBANK/SR
/LC CAS RN® FR7E a O X S L1 AND GENBANK/LC

1 FE—H-BAF—"HBRREZFIRAITLIEEE ANBERE 4 XFEDHE.
¥ HEREFFIHEREEICLIBRRNARGHIERR I« —ILE
*3 =>S 12-42 A/NA DEFEIL, =>S A/NA(S)12-42/NA.CNT AEITEINh5B.

*4
*5

/NTE T4—ILFETIFRAR—X[F (P) BEFLH5.
1999 £ 10 A LI[E, CAS MNiFHFHAHFRIILAEETILa—FIZINEESHh 3.
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A REGISTRY 74/l BZIItEZE

BFEEX (NTE) BEUHEEFIEHR (PNTE) J14—ILk

B R (NTE) J4—JLF

s DL—LENTWABEFIZDOWT, BIDBEDEMHDOIFRAEFHR (NTE) J0s—ILFIC
InxEhs.

- EL BR-REBEOTI/BEI—FEETHEVNVERINNESNDIEIZE, JL—
LOBEIZEDLLY, HE-REEOT7I/BI—FOERNMHFBRICINESIND.

- BHEROERE /NTE J4—ILRTRERT S

- Bl EFEMEMER T TLSHE S
=> S MODIFIED/NTE

- R (NTE) Z4—ILRICIRZFESNDSELFHEIL P23 S

B 45 1ESHR (PNTE) 24—JLK

+ 1999 &F 10 A LI, CAS WAL ERSILEEIOLI—FIZEK, EBHOEHFFHRMN
HEFEHR (PNTE) Z4—ILRICINERESh 3.

* PNTE 74— JLRICIREZENTWDERSEIUVRE I« —ILK

IR 8% 18 R BMRFEI«—ILF
IR RDEFHFDEHES (STN B X) /PN (35 &ES), /PC (BEH®TE)
GL—LEINTLAEMNESH
BN EFRORHBME (BINESEH) /PNTE F7=1& /FEAT
BEHIZOLWTWAEBIRDT /T—aviER?

* WIPO (R FTAEHE) OARLIEBRBIHEAFISAEDA TS,

-l YL—LENTWWBEFIZRE => S CLAIM?/PNTE
DL—LENTWEWESI R E => S UNCLAIM?/PNTE

* (LR IEMHMNAZWETID /NTE J4—ILKDBEIZDLT

DATLGIRIZEY AR—REZECRBECEEERE FEE o2 NTE J4—/LFDRERTIE
31 ZERAURDEHERER —TICREITHAENTEEEA.

(f5) 2612159-69-8 MiF &

NTE modified
Yoi 4 type 00 ———— location —————- description
7/ modified base u-1 2" —-fl
2 : => 8 (U (P) THIO)/NTE ®»
30 modified link _ u-2_ ______ Az oo Podeoxy BRETEYRLTLES
37 Imodified |ink u-2 - a-3 P-substituted :
a-21 - t-22 P-thio :



A REGISTRY Z7+1/)L BIAIEZF

B H#HKR (NTE) J4— /LR THERAIATWSELAE

NTE D HAEE AR
modified LB EZITTLSE 5 ; DNA-RNA, RNA-PNA (RTFF#%EE)
DEIICHEWIERLGLID FRLEEFERALTWDISEEICTEANS.
metal salt 2RBIELLTHEAELTVWSES (MBF£ELRHIND)
F]_“' complex EEEMEHIVIERBYELOESERLELTEHEELTLSES
i
R4 conjugated DipkEd 2 DULDTI/BEME (RTFEPLAUNRVELED) Lk
A FRICHEE LTS ELES S
=5
" | singlestranded —AHEEEOKBES (2000 FETHA)
doublestranded (DS) | Z AEHEESDOKEE S (2001 FXTHA)
multistranded (#) ZARLULEDSZHEHBEOKEBES ODyaRNORFIIEOHERT)
linear EHRIKRDOES] ;5- KRig& 3- RiFlEIU—
/| cyclic 5- K& 3- REALEMICHEAL BREEERALTLSES;
= SUBEOEII DB AT, HESLEERFSNTNS.
J03 copolymer ZHUTOZHEEOKRBENNSTERLRIY—; SHEHBEEDERT
A DBEICIE, HBESLEEMITIATLNS.
=5
=R homopolymer BEHERETIERINGFETI KBRS, RELMIEIFHE; ZHEE
EDRIDIFEIZIE, HEBSLEEM TSI TNS.
modified base B, TIATIIE, ERREEEICE>TIELENIEBSHZZ T E O
= DEt 5l
Bl - TUUPEYSCURICEBRENSEESLE-ER, 6, REOK S,
ERBREELETENTICHRSAIER
TUUREEP U BEORFZVCERNETRICERINER
uncommon base a,c,g. t,u BEDBEDERZEBMITAIETERETELRNEE
B HEna—FIE X TRIND.
Bl TUUPEUSDU RO —HELEITRTHARITTLSIEE
TYUPEID VR EFIEBELGIBRBAEFTNATNSER
ANFY—RBEBRETCEEVWHELI FEEOER
g DNA-containing DNA % EZEL RNA B3|
iﬂr RNA-containing RNA KEZE¢ DNA B3|
% PNA-containing DNA %3 ME RNA BHEZEL PNA (RTFR%ER) B 5l
i@ | modified link VUBRICEDBR|PIRATIVEIZIYIVEBESIATILEEERBELTY
0] LB HEERERXBYES 2 DOBEEDHMEBZFS TRINS.
;H; uncommon link EEG)VBRESHMICERCPERGEENEI>TNDIES; HEL
a BIEXBEYES 2 DOBEEDMEES TRINS.
stereoisomer 1 DL EDEKZREND, o -D-erythro—, B-D—xylo- HEDBEIZILXH
WL REEEF DA S
metal complex ERBICERAML, EEAREHALTWSAES ; EEFLVELMLLTNSE
HOMEBEINRHINDG  BEMEFHDFEX ? LRXRTFIhD
labeled By, BERE IRTFILLEDOHOPDERFDOSINILIKEE
covalent bridge EHOEORET 2 DULEOBEBENEBEBEZRKRLTLSES,;
BEELEEREAELTWANEBEARTIND.
radical ion IRTIEOBBREBEICKYSTCHILAFT U EELEF
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A REGISTRY 74/l BZFItEE

B BFEH 3: TCCGAAT (2~5 MFEE) GGC (¥O FfIE 1 OEE)CAl DEMNE—FIZEH,
BRH KA 100 LT T, JL—LENTWARBENDIEHE2AETS.

(BzmoKLU- )

- BEIEMXICEGEREETSEER FryvI 852 ATS.

{m,n} cm s n BEOXvyT
(@oy) - EoFEfE 1 BEOX YT

- I DORSFES K (/SQL) THEET S.

- HHICET SHBEHHHER (PNTE) THEETS.
L /

=> FILE REGISTRY — REGISTRY Z 714 ILIZA B

=> S CCGAAT. {2, 5} GGC:CA/SQSN &— | (mn} [ m A5 n BEDFYYT,
L1 35793 CCGAAT. {2, 5} GGC:CA/SQSN I FoFEEF 1 BEOXFvTERERTED

=> S L1 AND SQL=<100 (S5 E o0 E T EE
L2 105 L1 AND SQL=<100 [E5I% (sQU) % ATIZRE |

IJL—LINTWBEDIZIRET S
*1999 £ 10 BLBICESIL-EHHFOERIILI—FIC
PNTE 74— ILEMNUERSN TLNVS

=> D L3 15 SQIDE — SQIDE Z#FBATEFRT S

=> S L2 AND CLAIM?/PNTE o
L3 35 L2 AND CLAIM?/PNTE

L3  ANSWER 15 OF 35 REGISTRY COPYRIGHT 2018 ACS on STN

RN  942242-17-3 REGISTRY

CN  DNA, d(C-C-C-G-A-A-T-T-C-G-G-C-A-C-A-A-G-C-A-T-A-A-G-C) (CA INDEX NAME)
OTHER NAMES:

CN 1: PN: CN1974788 PAGE: 3 claimed sequence

FS  NUCLEIC ACID SEQUENCE

SQL 24

NA 8 a 8 ¢ 5g 31t

PATENT ANNOTATIONS (PNTE):
Sequence |Patent

Source  |Reference
~===t 25} OBRERRXICHLT 2 BED TC AEVLL,
Not Given|CN1974788 COBRERERICHLTIE 1 BETEYFLTWS
lclaimed PA'GH/
SEQ 1 cccgaattcg gcacaagcat aagc

HITS AT:  2-15

*xRELATED SEQUENCES AVAILABLE WITH SEQLINKxx
MF Unspecified
CI MAN
SR CA
LC STN Files: CA, CAPLUS
DT.CA CAplus document type: Patent
RL.P Roles from patents: BIOL (Biological study); PRP (Properties); USES
(Uses)
1 REFERENCES IN FILE CA (1907 TO DATE)
1 REFERENCES IN FILE CAPLUS (1907 TO DATE)
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A REGISTRY Z7+1/)L BIAIEZF

XEIEHREBBIZIE, CAplus T7AMILAYORFT—N—1BFRTS.

=> FILE CAPLUS — CAplus Z 74 INIZA B

=> S L3 — [3 #/oOX S —W—fFTSE

L4 24 L3

=> D L4 2 BIB ABS HITSEQ — BIB ABS HITSEQ #FFEatTHERT B

L4  ANSWER 2 OF 24 CAPLUS COPYRIGHT 2018 ACS on STN

PatentPak PDF | PatentPak PDF+ | PatentPak Interactive —
AN  2016:66460 CAPLUS Full-text
DN 164:170145
TI Methods for identification and quantification of RNA transcript variants
in samples analyzed by RNA sequencing, microarray or quantitative PCR
IN Paul, Lukas; Kubala, Petra; Reda, Torsten
PA  Lexogen GmbH, Austria
SO PCT Int. Appl., 172pp
CODEN: PIXXD2
DT Patent
LA  English
FAN. CNT 1
PPPI
PATENT NO. KIND DATE LANGUAGE PatentPak
W0 2016005524 A1 20160114 English PDF | PDF+ | Interactive 2;2§¢§$&
CN 106471134 A 20170301 Chinese  PDF il
KR 2017028383 A 20170313 Korean PDF
PI
PATENT NO. KIND DATE APPLICATION NO. DATE
W0 2016005524 Al 20160114 W0 2015-EP65756 20150709
CN 106471134 A 20170301 CN 2015-80035408 20150709
KR 2017028383 A 20170313 KR 2017-7002619 20150709
EP 3167076 A1 20170517 EP 2015-736490 20150709
PRAT EP 2014-176417 A 20140709
WO 2015-EP65756 W 20150709

ASSIGNMENT HISTORY FOR US PATENT AVAILABLE IN LSUS DISPLAY FORMAT o

AB The present invention relates to the field of transcriptomics and provides )

a method for the controlled identification and/or quantification of ABS
transcript variants in samples, comprising providing a reference set of 8
: _J

IT 1854162-48-3 1854162-49-4, DNA (synthetic cDNA fragment) )
RL: BUU (Biological use, unclassified); PRP (Properties); BIOL (Biological
study); USES (Uses)

(nucleotide sequence; methods for identification and quantification of
RNA transcript variants in samples analyzed by RNA sequencing
microarray or quant. PCR)

RN 1854162-48-3 CAPLUS

CN  DNA, d(G-A-T-A-C-C-G-A-A-T-T-T-A-G-A-G-G-C-C-A-T-A-G-G-T-T-A-T-G-G-A-A-A-A-
A-G-T-C-A-G-T-G)  (CA INDEX NAME)

HITSEQ

SEQ 1 gataccgaat ttagaggcca taggttatgg aaaaagtcag tg EwhkL7z= CAS RN® )
TOAO—)LETXRIERBE A,
CA ®&5l4%&, Bl

RN 1854162-49-4 CAPLUS

CN  DNA (synthetic cDNA fragment) (CA INDEX NAME)

SEQ 1 gtggagaagc aaatacttgg ataccgaatt tagaggccat aggttatgga

51 aaaagtcagt g
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A REGISTRY 74/l BZFItEE

SEQLINK EXACT a<>K

B REGISTRY 774 Tl AEHEHDEIZE->TLTE, EBID CASRN® #HD2EEH14H5.

- EBIOEREIFRMLETH->TH, LFEMH, AIHOEREDELDILD, RUATERINS
A FRIES ELTRALIA—FIZIRESNS. (ER2EHLTEDFRIIFHKRICKRE SN D)

* GenBank HIENDEHATEEH K DZERE S X, RLEI THoTHRLI—FELTRES
nd.

- P3 ICRBLEEBHIL—ILOFANCE>T, RLEITHLoTHRILI—FELTIREFESN TLY
BEAENDD.

B SEQLINK EXACT a<v>Fk

» SEQLINK EXACT av > FIE, LEEDES5HRECES (RAEXHE) TH-TH, AloLa—FIC
HoT-#%B, VNI EBEZEEDT, —0OD L BEEEZERTRITURTHS.

- SEQLINK EXACT & SEQ EEMHETAHTES.
* CASRN" % GenBank B E, EMHILDORBREFERICHLTEHENTHS.
- BIBE Geeidl, FoEH, REOD—RBFR) OFERICHLTIXITOILE(LAL.

- AAFE

- CAS RN* f5l . => SEQLINK EXACT 445115-49-1
=> SEQ 445115-49-1

- BBILa—FE2ELEZ LD L S |l :=> SEQ L1
- CASRN°[CHHETH E BEE 5 :=> SEQ E3

* ANALYZE O KR TEEHT- CASRN" D L BE
il :=>SEQ L2

\_ J
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A REGISTRY Z7+1/)L BIAIEZF

B FEWH 4: CAS RN® 1352257-43-2 DEHIE, RUCEH A B D CAS RN® ZHEDLa—F%
EHTRETS.

=> FILE REGISTRY

=> S 1352257-43-2
1 1352257-43-2
(1352257-43-2/RN)

L1

=> D SQIDE

L1
RN
CN

ANSWER 1 OF 1
1352257-43-2 REGISTRY
DNA (Bacillus amyloliquefaciens strain 13563-0 60-kilodalton molecular

— REGISTRY Z 71 INIZCAB

— CAS RV THF 7 35

— SQIDE ZFZHATEFT S

chaperone GroEL gene cpn60)
OTHER NAMES:

136 g 133
ttgcacaggce
aatcctgtcg
cgaaaactta
ctcaggttge
gctgaagcaa
gtctaaaggce
accgcggata
geggttettg
cattcaagaa
cattgettct
gttgtcaaca

(CA INDEX

REGISTRY COPYRIGHT 2018 ACS on STN

NAME)

GENBANK
B 3k O BZ 5]

t

tatgatccge
gcogtgecgtaa
aaagaaattt
tgcaatctct
tggagcgegt
ttcacaactg
tgegtetect
ataatcctta
atccttcctg
gatcgctgaa
aacttcgegg

gaaggcctta
aggtatggaa
ctaagccgat
getgetgatg
aggaaacgac
agcttgaagt
tacatggtga
catcttaatc
tgcttgagcea
gatgttgaag
cacattcaac

aaaacgtaac
caagccgtaa
cgaaggcaaa
aggaagtcgg
ggegttatca
ggttgaaggt
ctgactctga
acagacaaaa
agttgtacag
gtgaagctct
getgttgecg

LGLa—rERLCENZRETHALI—F
PNEAETHIELERLTWLDS

CN  GenBank GU937107

FS  NUCLEIC ACID SEQUENCE

SQL 552

NA 161 a 122 ¢

SEQ 1 gcgactgtge
51 tgcgggaget
101 ccgtggcaat
151 gagtctatcg
201 aagccttatc
251 caatcgaaga
301 atgcaattcg
351 taagatggaa
401 aaatcacaaa
451 caaggcaaac
501 tgctacactc
551 tt

F Unspecitied

Gl MAN

[SR  GenBank

[C SIN Files:

DT.CA CAplus document type:

Jo

RL.NP Roles from non-patents:

¢ | SEQLINK EXACT 2T REETTS |

3 SEQLINK EXACT L1

=> SEQ L1

L2

=> § L2 NOT L1

L3 2 L2 NOT

— SEQLINK EXACT #F/7L T, #EICFonrk 2 #F

L1

lﬁ*RELATED SEQUENGES AVAILABLE WITH SEQLINKs=x f”——

CA, CAPLUS, GENBANK, TOXCENTER

urnal

SEQLINK EXACT OV RZEETT5E,
RUCERINZEEIT DR LI—FEFEDHBT
ENTES

BIOL (Biological study); PRP (Properties)
1 REFERENCES IN FILE CA (1907 TO DATE)
1 REFERENCES IN FILE CAPLUS (1907 TO DATE)

#EET S
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A REGISTRY 74/l BZFItEE

=> D 1-2 SQIDE

L3

RN 1352257-33-0 REGISTRY
CN

GroEL gene cpn60)

OTHER NAMES:

CN

GenBank GU937102

— SQIDE ZFHEATETT S

ANSWER 1 OF 2 REGISTRY COPYRIGHT 2018 ACS on STN

DNA (Bacillus subtilis strain ATCC 55405 60-kilodalton molecular chaperone
(CA INDEX NAME)

FS  NUCLEIC ACID SEQUENCE S

SQL 552

NA 161 a 122 ¢ 136 g 133 t

SEQ 1 geogactgtge ttgcacaggce tatgatccgc gaaggecctta aaaacgtaac
51 tgcgggaget aatcotgtcg gegtgegtaa aggtatggaa caageccgtaa
101 ccgtggcaat cgaaaactta aaagaaattt ctaagccgat cgaaggcaaa
151 gagtctatcg ctcaggttge tgcaatctct getgetgatg aggaagtegg
451 caaggcaaac cattgcttct gatcgctgaa gatgttgaag gtgaagetct
501 tgctacactc gttgtcaaca aacttcgecgg cacattcaac gectgttgecg
551 tt

*xRELATED SEQUENCES AVAILABLE WITH SEQLINK*x*

MF  Unspecified

Cl MAN

|SR GenBank I
: CA, CAPLUS, GENBANK, TOXCENTER

DT.CA CAplus document type: Journal

RL.NP Roles from non-patents: BIOL (Biological study); PRP (Properties)
1 REFERENCES IN FILE CA (1907 TO DATE)
1 REFERENCES IN FILE CAPLUS (1907 TO DATE)

L3  ANSWER 2 OF 2 REGISTRY COPYRIGHT 2018 ACS on STN

RN  869754-75-6 REGISTRY

CN  92: PN: US20050260619 SEQID: 92 unclaimed DNA (9CI) (CA INDEX NAME)

FS  NUCLEIC ACID SEQUENCE

SQL 552

NA 161 a 122 ¢ 136 g 133 t

PATENT ANNOTATIONS (PNTE) :

Sequence |Patent

Sourci_- lReference B EED

Not Givefh|US2005260619 Ae 5l

|unclaimed
|SEQID 92

SEQ 1 gcgactgtge ttgcacagge tatgatccge gaaggecctta aaaacgtaac
51 tgcgggaget aatcoctgtcg gegtgegtaa aggtatggaa caagccgtaa
101 ccgtggcaat cgaaaactta aaagaaattt ctaagccgat cgaaggcaaa
151 gagtctatcg ctcaggttge tgcaatctct geotgetgatg aggaagtcgg
451 caaggcaaac cattgecttct gatcgectgaa gatgttgaag gtgaagctct
501 tgctacactc gttgtcaaca aacttcgegg cacattcaac gotgttgecg
551 tt

**RELATED SEQUENCES AVAILABLE WITH SEQLINKxx

MF  Unspecified

CI MAN

SR CA

LC STN Files: CA, CAPLUS, TOXCENTER, USPATFULL

DT.CA CAplus document type:
Roles from patents:

RL.P

Patent
PRP (Properties)

1 REFERENCES IN FILE CA (1907 TO DATE)
1 REFERENCES IN FILE CAPLUS (1907 TO DATE)

26



A REGISTRY Z7+1/)L BIAIEZF

RINEEAXDRSODFRIEEANFHIE

B EJNERAAXDORSOHRIE

AN A& % ER™ B INY B2

BAa—rFZEEAAL, —H .
e 250 O—RK
QUERY av > FR##ERAL, — M@ s
TANTESI—FH oot

e 1,000 O—FK
QQUERY 37/FT1¢&LT.§FD3 . (/SQEP, /SQEFP)
:_r.ta) L §1='? (*ﬁ%j’f_)l’hﬁ) 11000 :I_'\ 2400 :|_|Q‘
L HECORF-E S '
) & & BTG5S (/SQSP, /SQSFP)

*1 BRERXOI—FAEWVESRTLAYIYMNIETEI LN HD. FOHESIZEI—KREEDPT.
HREZEBATRVREIEZHRRTIEHEE, BROEINBREREZETLT BEBHIE (/SQL) TRETS.

%2 AUNYEIE 3 XFIA—FEFRALEEAE 3 O—KEAHYUNT R0, 3 XFI—KZRAEATS
ERFBEXICEDHBZT7TI/BIIZLRD 3 720 1 &155.

*3 O—KRREIZAR—X[TEALEL.

¥4 TS5—LE2EHTHEEIL & BETORITEHRREXADI—FEZE 240 O—FLTIZIZ 3.

B EJNERXDANTE

ANAE A B0
@O EEANTS. => S TTTGGGG/SQEN
@ EVLEBRIZBRZRELEWLESIL, 1 TH#7Y 250 a—KLLTFIZ | => QUE AGATTATGAG/SQEN

1BES1IZHEILI-EMt%E QUERY O RTHEML, &% | L' QUE AGATTATGAG/SQEN
_ _ . . => QUE GACCAGATGA/SQEN
2 & TOHRWTHRICHERTS. QUERY O URTHERT L2 QUE GACCAGATGA/SQEN

LEBAKICIE, BTHRRI—ILFEEDD => S L1&L2

@ RLEFIZOVWTELIBRRIITEETTEHEIL, => QUE TTTGGGGTTT
QUERY 2 K TRIA—FOADEMRERMRL, To L | L] QUE 1T T6C0ATTT
BEICRRI(—LEERHELTREKTS. => S L1/SQSN

=> FILE GENESEQ

@ DT —AR—AOERIIRFEETHS L H2%, BwA | RUNGETSEQ GACC/SQEN

X L1 1 GACC/SQEN
RXELTHATS. => FILE REGISTRY

=> S L1

=> E AGATT---GATGA/SQEN
® /SQEN ZEt=I& /SQEP 74— JLFT EXPAND L7=EC3I :

KO E BSERNATE BRI—AREZESTLIE, |0 |77 AGATTGATGA/SAEN

o => S E3 < /SQEN TR
OBRRIITLRITTED. => SE3/SQSN — DR ELAT

TR ®R

=> SEL L1 1 SEQ
® SELECT av R THMH LB S I—F (200 3—FF%T) E1 THROUGH E1 ASSIGNED

DEBEEHNATE RRI—IFEEETIE, hd | => S ET — /SQSN THR%
BEA(TLEITTES. => S E1/SQEN < #iDBEEKREAT

THR®R
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A REGISTRY 74/l BZFItEE

B AAHfl : REGISTRY Z7A4JLT, 350 O—KDOF7I/BEIIZODVTEHLPEIBREEZTD

EVLWEBIIZHRZEBELEWESIX, 1 THY 250 a—FUTIZHESESIZHEILE-BERRXZE
QUERY OvURTHEML, RERIC & TOHVLWTRERICERT .

QUERY Y RZEEAALTEIVS, H5HLLHTIFRII7MIL (ixt) ZARELTHELE,
AL—XIZREFREITTHENTES.

BEINEFRXDOTXFRANIZAILOER

D FHXERANIF(2EE2E LT, QUERY O FRTEMAXEERTS. (CCTIE 1 T
Hf-Y 50 a—FFDHE) ZOE, hITREFEIT«( —IFELEANTS.

| TEST.et - AFHE o |[= )=
I7OUF) RE(E) BWO) ERN) ALTH)

GQUE LAAFRMTPOPGYPAEECGAAYAAESSTGTHT TYIWTDGLTSLORYKGRC I/SQSP -
GUE  TEPYAGEDMAY LAYVAYP IDLFEEGSYTHLF TS [VGHYFGFKALRALRLI

GUE DLRIPPAYAKTFVGPPHGIQVERDKLNKYGRGLLGCTIKPKLGLSAKNYG/SQSP
QUE RiVYECLRGGLOF TKODEMYNSOPEMEWRDRELFYAEA TYKAQSE TGE IK/SASF
GQUE CHYLWATAGTCEEM_KRAQCAKELGYP T IMHDYLTGGF TANTSLAVYCRD/ SQSF
QUE HGLLLHIHRAMHAY I DRORNHG [ HFRYLAKALRMSGGDH HOGTYYGKLE /S0SP @ |
GUE GEREVTLGFYOLMRDDYYEKDRSRGIYF TADWCSMSGYMPYASGG IHVIH/ S0P

(| RTBRRI—LFLEDD |

| —1THYDI—FIE 250 LLTFIZ
B 2 EITD

7]

@ BHEZEMFITT, TXFRAMXE (txt) TRHETS.

STNext TOEE

D REGISTRY Z7AJLICAY, BEE@RET®D| ™| #5)vyHL, Command Window %

EiRYS.
STNext STNext
Transcript ON Transcript ON 2018_0166_Transcript
File HOME ALl Author > File HOME >
NEWS 3 [ TAP . on STN i -
wews 4f red S SUbJECt able in Embase = | Command Window bigﬁ < |
news 5 Fed L n DWPI Families
NEWS wd OR Organization

NEWS F MA R} Thes
I = Command Window I

HEWS [HOURS — Command Line
MEWS INTER

HEWS Wi

N\
=z 1=

enfer nEws f| W = on that
ifie tod

- ’ m ~

f M aw

@ Upload script Ih2> ( B 1) #5UysL, Browse FUYSBRIERLERIEEXD
TXRARIT7Z7AILERERL, OK #9)v035E BRANTYITO—FEh3.

QUE LAAFRMTFPQPGYPAEECGAAYAAESSTGTWT TYWTDGLTSLORYKGRCYD/SQASF
QUE TEPYAGEDNOY IAYYAYPIDLFEEGSVTNLF TS TVGNYEGFKALRALRLE /SQSF
QUE DLRIPPAYAKTFYGPPHGIOVERDKLMKYGRGLLGCT IKPKLGLSAKNY G/ SQASF All
QUE RAVYECLRGGLDF TKDDEMVNSOPFMRWRORFLFYAEATYKAQSETGE K/ SQSF
QUE GHYLMATAGTCEEMLKRAQCAKELGYPIIMHDYLTGGF TANTSLAYYCRD/SQSF
QUE HGLLLHIHRAMHAY IDRARNHG IHFRVLAKALRMSGGDHLHSGTYYGKLE /SQSF

QUE GEREVTLGFYDLMRODYVEKDRSRGIYFTODHCSMSGYMPY ASGGIHYIHSQSF Eﬂ |

L
(—l

&

S B 5 3 [ o R e

=) @ gHA®D
7yvFa—k

Clear
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@ Send all lines RAE> ( fi!
Ehb.

(BBMICEESNEZRE)

=> QUE LAAFRMTPQPGVPAEECGAAVAAESSTGTWTTVWTDGLTSLDRYKGRCYD/SQSP™

L1

=> QUE TEPVAGEDNQYIAYVAYPIDLFEEGSVTNLFTSIVGNVFGFKALRALRLE/SQSP

L2

=> QUE HGLLLHIHRAMHAVIDRORNHGIHFRVLAKALRMSGGDHLHSGTVVGKLE/SOSP

L6

=> QUE GEREVTLGFVDLMRDDYVEKDRSRGIYFTQDWCSMSGVMPVASGGIHVWH/SQSP

QUE LAAFRMTPQPGVPAEECGAAVAAESSTGTWTTVWTDGLTSLDRYKGRCYD/SQSP
QUE IEPVAGEDNQYIAYVAYPIDLFEEGSVTNLFTSIVGNVFGFKALRALRLE/SQSP
QUE HGLLLHIHRAMHAVIDRQRNHGIHFRVLAKALRMSGGDHLHSGTVVGKLE/SQSP

QUE GEREVTLGFVDLMRDDYVEKDRSRGIYFTQDWCSMSGVMPVASGGIHVWH/SQSP

A REGISTRY Z7+1/)L BIAIEZF

) EVVVITHEBEMICOATURNEESN, L FEHIMER

L7
@ BEEETO| N
STNext
Transcript ON 2019 N1£E Teancrrint
File REGISTRY >
R AU Author /o .
SU Subject
OR Organization for &
= Command Window [ &

Command Line

S0P
I j50sP
j505P

=

§ @ 3@ o

=

BEMIZTEXE
L_| 774ILORABEN
EESh, L S
MMERE SN B

%#21)v%sL, Command Line Z:EiR$5H&, ARSI VIZES.

STNext

Transcript ON 2018_0166_Transcript

File REGISTRY >
L3 QUE DLRIPPAYAKTFVGPPHGIQVERDKLNKYGRGLLGCTIKPKLGLSAKNYG/SQSP
=> QUE RAVYECLRGGLDFTKDDENVNSQPFMRWRDRFLFVAEAIYKAQSETGEIK/SQSP

L4 QUE RAVYECLRGGLDFTKDDENVMSQPFMRWRDRFLFVAEATYKAQSE TGETK/SQSP
=> QUE GHYLNATAGTCEEMLKRAQCAKELGVPTIIMHDYLTGGFTANTSLAVYCRD/SQSP

L5 QUE GHYLNATAGTCEEMLKRAQCAKELGVPTIMHDYLTGGF TANTSLAVYCRD/SQSP
=> QUE HGLLLHIHRAMHAVIDRQRNHGIHFRVLAKALRMSGGDHLHSGTVVEKLE/SQSP

L6 QUE HGLLLHIHRAMHAVIDRQRMHGIHF RVLAKALRMSGGDHLHSGTVVGKLE /SQSP
=> QUE GEREVTLGFYDLMRDDYVEKDRSRGIYFTQI N & — N J—

aXURSAVIZED |
L7 QUE GEREVTLGFVDLMRDDYVEKDRSRGJAF TODWCSHS

SCEIRVRHZ SUSF E
~® ﬁ

® & BEBETLEBESEDLIFT, BREETTS.

=> S L18L28&L3&8L48L5&L6&L7

L8

=> D SQIDE

(LAAFRMTPQPGVPAEECGAAVAAESSTGTWTTVWTDGLTSLDRYKGRCYD) (IEPVAGEDNQY
TAYVAYPIDLFEEGSVTNLFTSIVGNVFGFKALRALRLE) (DLRIPPAYAKTFVGPPHGIQVER
DKLNKYGRGLLGCTIKPKLGLSAKNYG) (RAVYECLRGGLDFTKDDENVNSQPFMRWRDRFLFV
AEATYKAQSETGEIK) (GHYLNATAGTCEEMLKRAQCAKELGVPIIMHDYLTGGFTANTSLAVY
CRD) (HGLLLHIHRAMHAVIDRORNHGIHFRVLAKALRMSGGDHLHSGTVVGKLE) (GEREVTL
GFVDLMRDDYVEKDRSRGIYFTQDWCSMSGVMPVASGGIHVWH) /SQSP
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A REGISTRY 74/l BZFItEE

FL

- BREBEOTERY -BoESEER

- TEERINBRE :=>S O—K/SQEN
- HoEHNER :=>S a—K/SQSN

- BREOERINBRRTIE, HAEELABTHICRRSINGVDOT, LEDSAICIXHEMHE
LEOEXEZRTS.

- AUNRDBEDTEERS BB B AR R

- TEERINBRE :=>S O—K/SQEP
- HoEHNER :=>S O—K/SQSP

c AEHEOBAIEZE>TLWTE, BILO—FIZHE-2TWAIENHB. D=8, CAS RN®, &5

BRELGEFOHERERTEINLI—FEHBEHESIZIE, SEQLINK EXACT aAvRZETL, A
FHEHOLO—FZFEELEDHS.
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B REGISTRY BLAST ;KREOS—FEF

REGISTRY 774 /LM BLAST /REAC—#K F (X, STN &Y
SENFHMILEY IR T TEITSINET. ZOETIE, STNext 2
&% REGISTRY BLAST FEAS—RBEDAZEZHBALET.






B REGISTRY BLAST ;EOS—fEE

REGISTRY 774 DHREAS—BEH

B REGISTRY 774JLTIlE, BLAST REQALS—RBEMNEITTES.

 REOAC—REDEHRTOTS L

DGENE/PCTGEN

Ja5S 4 REGISTRY
73 L /USGENE

Basic Local Alignment Search Tool
RULFIKHBASATWS. thoT0d S AIC ©) O
BLAST ERTEERETES. XvvTE2EELY
(F5RR) Wi=é, BHBRECERESMENEEZDL N
NHEER, EEICEMELTEhiFE |BMELLEYTR | RUN BLAST T
eI, DIV TCHRE |BXR

BLAST CBHYX Yy TE2EEBLETSMAY
AVREFTH2TND. YT RHEDTS5A 4
FASTA VRETSEIEESTE, T—ER—ADHhH
(FFPRT—) CIEHERYVATCEB CTEIHIEDELN
THhTHEY, ChIZE-TEEFRELAR LN
T3,

FASTA RIDTAT S L. FASTA D L3I
BERETSERL, T—EIR—RBDTART
DERIEDMTREIZTIAVAVRE TS O
THRERAD—RATZEETSH. D=, &
GETSIM EEFhDTOYTSLICEERTEXIZES. x
FELPEHLTHBICHEEETS5E6, €1t
BICEENhT-B A TH->TH, ThAHEM RUN GETSIM T
CEMTHEIBYRELTLEANENS (S
ZILENHD.

B REGISTRY BLAST "hrEOC—REDBRERLA4T

BERZAT R e Be 5 & R = ] &

BLASTn BEBRINOCEMIXICELUL-IEERINZRE | EEES 15 E & 5

T—AR—RB DRI ETI/BEICHRL
tBLASTn FERIOFIASTI/BRESNOEMKXICEMUL | 7TS/EERS | EEES

BRI ERE
BEEINDOERRAZ7I/BEHIZERLT,
tBLASTx CHICEBLE-7I/BES ICEHRIN-ER | IEEFRS| 15 HER 5
ER 5| Z &R
= BRAKXICEL =7 =
BLASTp z;ﬁgﬁﬁﬂﬁﬂwﬁlﬁlﬂ( FBULE-7I/EE T P BES | 7S/
BLASTx ﬁ%ﬁﬂuﬁu@gFuﬁit’&TE/ﬁ?EEgll IZEAERL T, & % 7 51 73 B ER 5

CNICEBL-7I/BEIER R
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B REGISTRY BLAST ;EOS—%%

REGISTRY BLAST FEAC—RKE

B REGISTRY 774N TIIMILI=Y IOz TEFIEBT 58, TELDFIETBLAST YIbOx7
EAVAM—ILT B,

@D A orO—KH A+ https://next.stn.org/stn/downloads/blast-download.html "7t X
L.STN @ ID &N\RT—FZAALT lLoginl REVEVIVITS.

@ TDownload] RAVEVIYIL, YVILITT (exe Z74M4I) 5 Ho0—KT 5.

® AHoO—KLfz exe F7AILEEFTLTAVRAMN—ILT 5.

B REGISTRY BLAST ‘RrEOC—REZEBOEII A H
- I OA—FDHEANTD. /BEI«—ILRIEFELAEL.
- XYV T RS -BHRESERATELRL.
- PI/BEO 3 XFA—FEFATEGRLOT, | XFI—FZFATS.
- BERI—FLFIATES.
- BEERXCAR—ZXOFTEFTEEFERLTLTELL. —TOERII—FEFEAR—RZEHT
300 XFLURNIZT 5.
B REGISTRY BLAST REAS—HR R DA H

- HAEHLEOTRREIND. (HHEEZRRLLGL] EEXTERZL.)

B URTLHIRE

EIERXOES 50,000 O—KFZET

BEZLa—F®D LR 1,000 FET (TI7HILME 25 #)

BEIRIC 100 By bETRESNS

EZtybD LR 101 AEDORIZEYENERSNDGEEIE, RPEVEZEYEN
HIBREN B

BERTEITRK 20 EYLET, 85 100 ey hETBEMICRE
N3 101 EEORZ YN ERSNDESIX, REEFVVEE
Y bHHEIBREND

T753—rOEEZEEYD
L BB
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B REGISTRY BLAST ;EOS—fEE

REGISTRY BLAST Y7k x7

B REORN (RHPDESIL, P34 LIROREEHIZARD)

2 i

#1EDH | REGISTRY BLAST YIrYIT7ZEAVAL—ILT B
® BRERELEVDEINEMAZERFETS

BLAST #%&

@~0B REGISTRY BLAST Y+ 7%#EET S

EHNEEBXEANDTS
(Genbank &S F1=I& CAS RN® THLA N TES)

®~® REOC—RBEREDEATONTA—2EIEET S

® BREEZETTS

HRZHERIZ (@ HE-REF)

~® BRINRETHBONT-HERE STN ~ABITTA-HD Script *EMT S

® TIAACEEOTZLR—bEERTEH1=DIT, PTAAV T —4 (STNext
Saved Sequences (.xss)) ZRET S

STNext T Script Z4>R—kr3 3

(@) A>R—kL71= Script 2E179 5

LAR—MER

(FFTav)

P.46 MARBEIZ CASRN® ICHIETET7IAAUREEOLR— EERT S
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B REGISTRY BLAST ;~EOS—fEZE

W REH

gctcccagaa
gcggeccctg
taccagggca
acttgcacgt
gtgcagetgt

tgccagagge
caccageccco
gctacggttt
actcccctge
gggttgatte

tgetccccce
ctcectggece
ccgtetggge
cctcaacaag
cacacccccg

gtggcccctg
ctgtcatctt
ttcttgeatt
atgttttgcce
cccggeacce

caccagcgac
ctgtccctte
ctgggacagce
aactggccaa
gcgtecgege

TREDEMFEERF p53 ICHEUTIRBEREIVEETOIXMER .

tcctacaccg
ccagaaaacc
caagtctgtg
gacctgeccct
catggccatce

tac

e 3

D EVEIEMADEESITIE, FTFERFIFAILEEBRLTEL (txt T7AIL)

P po3.txt - AT
7B REE EFRO

Frl) AJLTHD

B[(=1ES)

ectcoccasaa teccaesassc tectococoo
ecegccocte caccaesccoe ctcctescoo
taccaeggeca ectacesttt ccetotesec
acttzcacet actcococtze cctcaacaas
gtecagctet egetteattc cacaccocccs

gtgeccoct e caccagceac toctacacce S
ctegtcatctt ctgtcocctic ccagaaaace
ttottecatt otzegsacasgc caagtctete
atgttttece aactzeccaa szaccteccct
cooceggcacce gcgtoogces catgzccate

b

tac

THERART7ANEERT BRI,

AR—ZAPTEFFEENTLTERL

1 gctcccagaa tsccazazac tectccccce gtzsccects caccasceac
51 tcctacacce sczzccccte caccaszccee ctectzzcce ctetcatctt

NFEE

BLAST B &

@ REGISTRY BLAST %#2 &9 5.

CAS REGISTRY

@ STN oBagA4> ID ENXNRT—FZAAHALT OK #9Uvod 5.

= Logon

[E=8 EoR =™

Logon Id:
JAICI
Password:

STN Service Center:

Columbus v .*| Columbus ZEIR |

Cancel
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@ Result Set Manager #4705 RYIRANRREINS.

(o] s

< CAS Registry BLASTz Result Set Manager
File Edit Search Tools Help

B REGISTRY BLAST ;EOS—fEE

BEINCHREREZHRIBT 515
& (X Sequence 7A4aA %

£

20909 %.

g B2 Bl @ GenBank & B
] CAS RN® MhSERIIERAAE

ERAsT = C=s =
nedh -3 Sequence
Fast BLAST® Alerts Profiles  Prefs Exit
Manage and Review Results
Reports | Alerts Reports
[Name  |[Type  |[ Created / | Status Results Reviewed
Sequence 10
20 results (100 maximum})
View Results Delete Results

HFUHELTRETDHEEIE
Sequence ID 7A4aV% )
V7T B.

® @ T Sequence 7AaAVEH)vH3F 3L, Similar Sequences FATATRYIANRTEIND.

ZZTIlE, TRead from File] R22ZEHYvHLT, O THELETFRANIZAILEZFEUHL,

TOK)] REVEIVVIT B,

< Similar Sequences
File Edit Help

Result Mame (optional). |pE3 related gene
Recall Sequence | |Read from File..

gotocoazaa tzocazazze tzctoococe stzzoooots caccazczac toctacaccs -
goggoceoty caccagocoo ctoctgzoce ctztoatctt ctgtooctic ccagassace
taccaggzoa gotaczettt cogtotzesc ttottzoatt ctzzeaceszc casgtotste
acttzoacgt actococtze cotcaacaaz atztittzeoc aactzzocas gacctzooot
ztgoazetzt gzzttzatic cacaccooccg cocgzoacco goztoogogze catzgocatc i

Sequence to be searched:

m

4 3

Example #1: a nucleotide sequence
tococtotoo ctatgoazet toootzetec azgoazczct zactcticca
zgactcattat cagcaaatct zzzazesact stoagzatas cotzztoteg
aggtagctat gattatzztt zzcaccazca zasatcacct gzcagtgcoc
ctgtoactgt gatctatezc aacasceage gacoctogge catcoocttca

Example #2: a protein sequence
TWDOHLCGSHLYEAL Y SWIVHEAK GLPRAAAGAPGYRAELWLDGALLARTAPRAGRG
OLFWAERFHFEALPPARRLSLRLRGLGPGSAYLGRYALALEELDAPRAPAAGLERNF
PLLGAPAGAALRARTRARRLRYLPSERYK ELAEFLTFHY ARLCGALEPALPA

35

Result Name: [CREZERZRZAHNTS.

Sequence to be searched: [ZEZ 5| & [
X (50,000 I—KFFET) ZUTOWVT
nhoBETAAL TOKl REVE
20999 %.

- BEEANTS.

- BAIT—ER—MsaE—L1
T—RERYMSITS.

- lRead from File] R2>%51)vsH
LTO7ALEFUTHT.
(text Z74J, GCG Ff=(L
FASTA #3)
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® Program Selection ¥4 7ATRKYIANKRREINDIDT, REFATERIRITBH. ZZTIlE
BLASTnl] RAVEV VDT B.

% Program Selection - p53 related gene = B8 =

Nucleotide Query

BLASTn

@ Compare a nucleotide sequence against a nucleotide database.
BLASTX

@ Compare a nucleotide sequence translated in all reading frames

against a protein database.

tBLASTx
@ Compare a nucleotide sequence against a nucleotide database,

comparing translations in all reading frames

Protein Query

= | BLASTP
@ Compare a protein sequence against a protein database.
1BLASTn
@ Compare a protein sequence against a nucleotide database

translated in all reading frames.

Back Cancel

D BERREGEIT—IR—ZADYT YRR S SCTRRSNBITATRIRVIRE ®
TERLEBRRIATIZETELS.

CCTIE TAll Sequences] Z3EIRL, 0Kl REVEVIVITS.

<BLASTn>

+ BLASTN Database Subsets - p53r.. | = & | 2 [ . Ay Sequences : REGISTRY 77/ )L DT RTHDE S

@ * All Referenced Sequences : X#EKDHHT N TDHE S

Select Mucleotide Subsets:

— Referenced in at least one Patent document :
BHICEBESNTLHES
) (IR E TR SR [ETEE — Referenced in a non—patent document :
) Referenced in at least one Patent document ’ﬁ%#u%@iﬁkt:%ﬂﬁéhfb\éﬁﬂﬂ
) Referenced in a non-patent document
- All GenBank Sequences : GenBank 774 /LMY £%
) All GenBank® Sequences é#’LT:EE 5”

1 EST - Expressed Seqguence Tags N
_ - EST : mRNA (cDNA) IR DHRE 52
7) 8TS - Sequence Tagged Sites

) GSS - Genome Survey Sequences - STS : "7:/-L\EE 5” EF' @EE ﬁl] %EE& '&K ﬁi

~ HTGS - High Throughput Genomic Sequences

1 All other GenBank® Sequences - GSS 7—/_&5@@@550)@3@]

[] Only retrieve sequences with 50 bases orless - HTGS : High—throughput Sequencing t://)'l_—C%EE
? LEBRIIT, FEU—HITVIU T RE T LTL

@ @J Cancel A REN))

— All other GenBank Sequences :

50 IBE LT ORF OHH GenBank J7AIILH SRR ESN=EI DS5B EST, STS,
WERISSIEFIvIEHITS GSS, HTGS LL4t DB 5
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BLASTn Settings ¥4 7OJ RV IR TRBE/INTA—FFHEET 5.

ZZTI&, TLow Complexity Filtering]l] DFzv/I#(FFL, IEZEHHDOFEKIEZE 1,000 (LT
oKl REAVEI)IITS.

£ BLASTn Settings - p53 related gene A \ =NPEs X
BLASTN Settings - p53 related gene /_®___ . 2 MLow Complexity Filtering |
R S ¥ OFTFILEE ON T,
.Addltlonglela]fct:]og;r:;:it; — Basic Options ./ BB M ESEDTRIT4ILAY
r/} I [T Low Complexity Filtering I :/7 h ?T bh, & % $ E"] ':# %ﬁ
Fewer Answers —* Wore Answers Query Genetic Code: | Standard(1) ﬂ*fd??%'f)‘f/l‘[j: Hﬂ L) %b\hé
‘ More £ Query Genetic Code: | Standard(1) R
BREICHESTWS
A @ Max No. of Answers 28 -
10 - = =
25 l HEMRABTEDOEEEFIVvIE
o == b FFLEAAKL
200|=
400
B 800

4

@ BZ . BIERADIEIEICLE/INGA—EDRE

« BLAST /REAC—RBED /AT A—4(L [Show Additional Options] IZFT VI Z{FITBHER
TREND.

- BULEIROKRFE

- BEEHRMN 30 UTOERIEMXTETREDIIT/INSA—EDEREZEETS.

BLASTn Settines - Additional Options - short n

1% & B HEE BLASTn Setings - Additional Options - short n @
[ Addtional Option Pressts —— [~ Basic Options
s TANBIDTET DN Searen Senaiiy - Low Semaleshy Fleing
% - HifFfE - 1000 L LI S T —
= word size : 7 ¥ Show Additional Options Wax Mo, rAnswers: ’W
[ Addliional Optians
TR T ETHEN Expectationvalus: | 1,000~ Open Gap Cost ]752‘
’;'l:// \cgg . ,ﬁﬁ f# ﬁE - 20000 Wiord Size l—?i‘ Extend Gap Cost: ]722‘
* word size : 2 [frosime =1 Penatyror mismateh: ]73§
- E ?ﬁ ‘?ﬁ' §|J . PAM30 Reward for Match: ]71i‘
Resetto Deaulls

- ROVEHIROBER
- RUEBIROEINEBMAXZANSE, BEERERFENZTETTIAALTIIEIY, BEN
STTLEWZELHS. (COED Status I Failed 243, ) COBEIE, /8\5A—4D
[Word Size] DEZKELTS.

- BNSA—ADFHMIL APPENDIX S
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QO BREHIPHBINIEBREFERRARTEINS. BEEITHIL Status ® HASLIZ Running &R
RENd. REDISTETT5HE Complete ERTRSINS.

+ Reports #7(Z1&, BLAST READ—HRZNDMEZ Yt (100 ©YhET) NIRRTy TEN5S.

Alerts Reports #7(2l&, 75—rDEZ VNIRRTV TENS.

I CAS Registry BLAST Result Set Manager =n Ech(<T
File Edit Search Tools Help — —
n— — S 5 Status ('{.7( o) ﬁ:l:\’_
U= [ neh @ -SE,:, i * Running : BiTH
New Saarch Szquence  Ssquence |D¢ Fast BLAST® Alerts Profiles Prafs. Exit . Complete . J'i'l-.". T
Manage and Review Results = Queued . 53 ‘?i’ ﬁt_)
Reports | Alerts Reports ./ ) (F:'I,Tdd ‘_7‘; 9:553_,&. +
alle ~/D]Z
Mame Type Created f Status Results Reviewed ﬁ F'F ﬁ § —93%)) =
p53 related gene BLASTn 2018-06-28 10:50 Fad Complete 1,000 = 7~
1450882-78-6 BLASTp |2016-03-07 05:21 4% |Complete 117 v |E|
NEVDEE-B62/2/20000c |BLASTp [2015-10-01 11:294F&] |Complete 20 v B
t j— I —

BESLE BFZ1T FEfTH KK EEH#H BFZFvs

[ §

| Results [&, 1,000 4 x 100 EYyhAiRXK
(101 EEOERIZ YR T 5,
3 results (100 maximum) =HH L‘@%t‘yFiﬁﬁ”Bﬁéhé)

Wiew Results Delete Results

Q@ THREHBRZEZ/NMFALL, [View Results] REVEIYvIT5E, BEIEBAEDOFLHE
EHERTHIENTED.

% CAS Reqgistry BLAST® Report - p53 related gene =N (<
File Edit View Search Tools Help

Unigque Sequences: 1,000 Redundant: 333 Selected Results: 0 4+ (i) /#fr%/gfﬁ
[~ Alignment Scores
0 BO-80 I I ]

en

A

(i) RI7ERH

™ Alignment Summary

m < Gii) ST X D EFRE
1 77 152 228 303
=
El
[ Alignment Details
O] [ 801 2e-168 (1515955-01-5) 30: PA: US8613907 SEQID: 30 unclaimed DNy |§| < (iv) PSAL2AXFDFEH

D [] 601 2e-168 (457009-82-4) GenBank BLD135657 Observation alley for exp
[T B01 2e-168  (10G440-95-3) DNA (human clone p53-H-19 antigen p 53 cD
I:‘ [7] 593 Se-1B6  {1422997-05-2) 26 PR: WO 2013027427 SEQID: 29 unclaimed

4 | i | 3

| Result complete.
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(i) HHIER

Unique Sequences
Redundant
Selected Results

D AZ—YE A
. EHEYHES
: BIRLT=EL 5

-

(RICEBINTHAHM, BlLA—FIZHE>TLDLD)

EBEHAHLILDLELLEARBEIND

A=—57%EE5] 1,000 HOFIZIE, EERETHES 383 HIEEFLL
2FY, ERIZEOhI=E 5 %X 1,000 + 383 =1,383 HTHD

o«

(

LInigue Sequences:

1,000

Redundant: 383

Selected Results: 0

Alignment Scores

3]

oo

o

L

(i) RA7ES T

= 80-200 [T | >= 200

- RO71E (Alignment Score) #FXRELADDEHFEIZH 1T, REE DRI GBI HERTETDHL
SIZEH>TWS. FEHE DRIV EIIVITHE, TOHEDOESIAEIRSN, ¥ icT SE T
DFVIRYIRIZFTYIM ALY, Selected Results IZHEFMARTEINS. HlZ (X >=200
DHREED)vI T HE, AATHE 200 UL EDEFIA 1,016 $THEEN LN D.

- REHICENILAFEETIERERAIVICENADE, RATED L HTREFEELOTVES
[2H-TLVS.

I CAS Registry BLAST® Report - p53 related gene
File Edit View 3Search Tools Help

[o ][O ]

Unigue Sequences:

1,000

Redundant: 283

Selected Results: 1,016

™ Alignment Scores

H[ >= 200

™ Alignment Summary

152

228

B s e s e e e |

1 i

™ Alignment Details

®H ¥
=

@l ¥

533 he-d

GO01 Ze-168
BOT 2e-163
GO01 Ze-168

BB

4

L}

(1515955-91-56) 30: PM: US8613907 SEQID: 30 unclaimed DMy
(457009-82-4) GenBank BD135657T: Observation alley for exp
(106440-95-31 DNA thuman clone pi3-H-19 antigen p 53 cD

(1422997-95-2) 20: PM: WO 2013027427 SEQID: 29 unclaimed

3

m| »

| Get STN Data Script

Cancel
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(i) 7oA A D EL B

—EHLOBREIEBMAICHLT, BEDOLEINELUEDOEWVIBICTSAAVERTIATINS.
EEWRIFRITEICIELTHBEARIVERLB TR IRIN TS, £, BEINDLIZRAU42%
BLE TON—IZRINDBHNARREND.

[ Alignment Summary

S ——— e B

1 T 162 228 303

> EE

~
\ -

(F5E793-96-3) DMA thuman cell line TIG clane TIR044X2 EST (e _9_905’(>b(’ _owﬁagljgﬁa_

= Alignment Details [Zxf s (P.41 S HB)
ERBEIIHIGEEIL, REMEBEIIDARTIND

S Z FIAAN DEBEIZF T ENSHRES

— Alignment Summany

1 66 131 195 260

- EERIPICHBBAIARTEINGGEELNHS. ChiF, B
FIBERRETYFSEE-OICKRDEFZUHLTNEILE

3 ERLTLS.

(B09756-08-9) Protein (Zea mays clone MRT4577_44048 '335['), ﬁ-}ﬁ%ﬁﬁ:‘liﬁ&’d‘?’, ﬁﬁﬁ'ﬁd)%ﬁ%ﬂﬁ:\’&?ﬁlftﬁﬂ
JNAEBEDOREZRINTHD

EEF FIAANIEEIXRTSNGNEE

22 CAS Registry BLAST® Report — iso
File Edit Wiew Search Tools Help

Unigue Sequences: 1,000 Redundant 384 Selected Results: 0
[~ Alignment Scores

[ Alignment details of lowest of scoring answers

! - - Gl omitted due to size of report] ERTRIN, TS5 A

VMEBARTIINGVNIELHD.

L / IhiE, REMER D BLAST Report DHAXMNKE
_ / HHE, RAATEOELTSAAVMERNR RSN

4| T 43.5 0.004 (371924-40-7) Pratein PspA pneumococcal syfface protein A) (Streptococe) 7:'; < 7:'; 6 1‘: &5 T & 6

= [7 43.5 0.004 (321924-41-8) Protein PspA {pneumococcyl surface protsin A} (Streptococey
Length = 426
Alignment details of lowest scoring answers omitted due to size of report

+ [7 a3.5 0.004 (263485-55-8) Protein (Drosophila melanogaster gene GG12620) _‘ﬂ
»

K |
Get 5TM Data Cancel ¥

—
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(iv) 7oA A D EEH

EEDEEINRIATENEVIEIZR TSN TS,

[~ Alignment Details

../ ERILHRINFETHEAIF O ARTSND "
7] BOT Ze-188

TOToHRE=0T=0r 3T PN Ta8n TE90 SELIID 3T unclamed OHA

+/
m

+

B 7] c01 2e-188 (457009-82-4) GenBank BD 135657 Observation alley for expression of cancer-related eene.

+
<

BO1 2e-168 (106440-95-2) DMA (human clone pb3-H-19 antigen p 53 cDMA)

[E3]

B (7] 592 Ge-166 (1422007-05-2) 2% PN W0 2012027427 SEQID: 29 unclaimed DMA
4 4

RIOT7E HifE(E (5e-166 [+ 5x107° FF )

EEIDEWRICHD ] RELEIIVITERE, HLLWTFSAAVMEBRNR RENS.

[~ Alignment Details

= M ¥ 801 2e-1608 (1515855-91-5) 30: PN: US0613307 SEQID: 30 unclaimed DHA

Length = 13032

Score = B0l Expect = 2e-168 ®

Identities = 303/303 (100%) @

Strand = Plus/Plus

Huery: | GCTCCCAGAATGCCAGAGHC TGCTCCCCCCRTRRCCCC TG Z:T{E (SCOFG)

s L 5 T R e
WTHEMZELHLZEARITE

Guery: 56 CACCHGCGGOCCCTGCACCAGCCCCCTCCTBGOCCCTGTG

FECCCCTEEEETEEE TR TR T = f o . -
Subject: 363 cABooccoacccoTacaccacceneoreotaccenorere| M1 — TE /S —1E Uk (Identities)

BRI LTCEZEINOELUEEOPRT—H

Buery: 111 COAGAAAACCTACCAGGRCAGCTACGRTTTCCGTCTRGRE A

FECCCECEEETEEE R E R T T '3'6%'] =
Subject: 418 CoAGAAsACCTACCAGGGCAGCTACRRTTToORTCTRGR| e WVER I DB RATFEEIICENT, LW KD DIEHEH S

\ = N— \ \ ST

Guery: 165 ACAGCCAAGTCTGTGACTTRCACGTACTCCCCTRECCTCA WETS/BEA—BLTVIONERT

FEECEEEEEEEEEEEE LT L e
ACAGDCAAGTCTRTRACT TRCACRTACTCCOCTRLOC TCAACAAGATGTTTTED 527

Subject: 47

a5

AACTRGCCAAGACCTRCCCTRTGCAGC TRTRRGTTGATTCCACACCCLCGCCCGER 275

FEECEEEREEEEEEC R PR PR PR T
AL TRROCAAGACCTGLOCTRTGCARCTRTRGRTTGATTCCACACCOOOGEO0GG 552

fuery: 22

Subject: &2

a2

-

CACCCGCGTCCRCRCCATGGOCATCTAL 303

FLELELEREEETE RV TE v T
CACOCROGTCOROGOCATRACCATOTAD 610

fuery: 27

Subject: &8

=5

EE - XIAFEHSINEICERSIALTE S

2]
[l

™ Alignment Details |I|

234 4e-78 | (1633590-70-6) Immunoelobulin Gd, anti~(human proeramm = ‘

E B4 elh (BT Inmd 2 PEDHEERTDE, 241 RIS LHL, BAFEN
e 0 [CHEDKIFEFUEINT LS.

© 229 4e-78 &oT, Ra7IE 239, 241 LYLROTIE 234 OEIFEHRH
@ (1320551— Comm PYTIRRTSNTNS

227 4e-7h

——
+]

241 3e-74 [(1800053-07-9) Immunoglobulin, bizpecific, anti-{Human G

®

238 8e-74  (1818282-16-4) Immunoelobulin, bispecific, anti-(human cc

9644-52-7) immunoelobulin G, Anti~{Programmed cell I

e
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O REEIVVITHE EETHET
ARTEIND.

(RCEF T

BlD CAS RN® At H5EIhTLEEDM)

[ Alignment Details

= W ] 601 2e-188 ({1515955-01-5) 30: PM: US8613907 SEQID: 30 unclaimed DNA

-

There are 13 total redundant sequences in this grouping. @—m——
Y] (1515955-91-5) 30: PM: USE613907 SEQID: 30 unclaimed DMA
V| (1256225-57-6) 100: PM: WO 2010133843 SEQID: 101 unclaimed DMA

SN TOWTHLERIARLAELE,
TELC] &AELTLND

V] (1042749-96-1) 1: PMN: W0 2008091911 FIGURE: 44 unclaimed sequence
J1(915430-93-2) 1: PM: WO 2006124700 SEQID: 1 unclaimed DN&

S (872153-68-9) 1: PM: WO 2005123141 SEQID: 1 unclaimed DNA&

1 (726439-40-3) 11: PM: WO 2004060869 SEQID: 11 unclaimed DNA

| (676512-76-8) 11: PM: US20040063922 SEQID: 11 unclaimed DMA

1 (609383-28-0) 6 PM: WO 03082200 SEQID: 6 unclaimed DNA

| (459475-84-4) 279 PM: WO 02063900 SEQID: 279 unclaimed DNA

V| (451310-73-9) GenBank BDO073938: Assay, remedy and remedy means.

V| (382725-73-7) GenBank AX006172 Sequence 4 from Patent WO 9904 266,
V| (382725-74-8) GenBank 122243 Sequence 13 from patent US BB27676.
V] (139812-59-2) DNA (human clone p53-H-19 gene TP53 ph3 (protein) cOMA plus flanks)

M

=
=

EgZ . FIAANDFEMHFD + 5

T

S/BMESZERNT BLAST READ—RERITLHEHEIE, TRHOLIIC + EFHERT
SNBGEELHS. CNEFEMOTI/EETHAIZLEZRLTLS.
[ Alignment Details
j [T 351 4e-95 {481298-12-8) GenBank AAADS4Z2 J
Length = 262
.............. R * iy
Score = 351 Expect = 4e-95 o 188 ‘i ﬁﬁ"‘%ﬁﬁ (+) gﬂ’&?ﬁ_&
Identities = 159/224 (70%) Positiwes = 188/224 (&3%) Gaps = 2/224 (0%)
e 159 [F— R
Query: 35 GFLLVLHS li ﬁﬁém‘d— EFAHNODLGLAGSCLPVFST &8
G+LLYV HSQTDQEP CP4+GM +LUHGYSLLY EGQEKAHN (E) L t vV [i%ﬁﬁ@ys/ﬁﬁ
Subject: 3% GYLLVFH3IQTDOEPMCPVGMNELWIGYSLLYFEGQE QD LG S & A [i%ﬁﬁ@?t/ﬁg
Query: 90 LPFAYCNIHOVCHYAQRNDREYWLASALPL P HEATRPYVSRCAVCEAPAD 144
+PF ¥CHN WC+Yh FND+3YWL4++ APLP+M H+ I+PY+5RCH+VWCELPA
Subject: 94 MPFLYCHPGDVCYVASRNDESVWLSTTAPLPIM HLEIKPYISRCSWCEAPAT 143
Query: 145 AVAVHIQDOSIPPCPOTWRSLUIGY SFLMHTGAGDGGGALMSPGSCLEDFRAL 199
A+AVHSQD 3IP CP WRSLWIGYSFLMHT AGD4GGGHI+L+3PGSCLEDFRA
Subject: 149 ATAVHSODVSIPHCPAGWRSLWIGYSFLMHTAAGDEGGGOSLVSPGSCLEDFRAT 203
1 f

@ (&) REGISTRY BLAST REOC—RBREDEEZMR-RETS.

=

= CAS Registry BLAST® Report - p53 related g|

Edit View Search Tools Help
Ctrl+Shift+5 —

BRETEHESIE TFile] A=a—h5 lSave As...] &
EIRL, HTML X FEETEFAMXTRET S

Save As

ant

Egnt from Browser @

IRl 515 & (& TFile] A=a—Mm5 [Print from
Browser] #:&iRT 5

Exit CAS Registry BLAST®
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STN TO®E

B REGISTRY BLAST ;EOS—fEE

@ REGISTRY BLAST /RrEAS—RBRETEHOLNT-EHI%E STNext AITIT B8 Script 1k

Y 5.

STNext A fTL-LEFH (ZZTRARAI7ZENS W ELL

Script] &7y 99 5.

9 B2Hl) #FEINL, [Get STN Data

- Alignment Details

+

BO1 2e-168

| WF
|

=+

| B01 Ze-168

=+

| B01 Ze-168

(1515955-91-5) 30: PM: US8613907 SEQID: 30 unclaimed |
(457009-82-4) GenBank BD 1356657 Observation alley for

{106440-95-3) DM& (human clone pi3-H-19 antigen p 53

m|

H O+ &

=+

593
593
593

593

Ge-166
fe-166
fe-166

he-166

G8h  e- 163

(1422997-95-2) 28: PM: WO 2013027427 SEQID: 28 unclair
(664947-93-7) GenBank GO 779522 Sequence 1 from Pate
(6F4947-95-9) GenBank GO 779524: Sequence 3 from Pate
(106440-24-2) DNA (human clone ph3-H-1 antieen p 53 ¢
(2062011-50-93 INDEX MAME MOT YET A55IGMED

985 e-163

+

Ll m

{2070020-67-4) INDEX MAME MOT YET ASSIGMED

Get STN Data Script Cancel

]

B FAT7ATRYIRARERTEIND. RVUTFTEHHRRLEZVAREZEIRT S.
ZZTIX, Sequence and Reference Records #EIRT 5.

+ Get STN Data Script = |6 =

Retrieve the following data:

Sequence Records
Retrieves Sequences from CAS Registry

Reference Records
Retrieves CAPLUS References

Seqguence and Reference Records

Retrieves CAS Reqgistry Sequences and
CAPLUS References

/| Transfer all alignment data for postprocessing

Sequence Records:
- REGISTRY 774JLT CASRN® 2 %7 5.

Reference Records:
- REGISTRY 774 J/LTHREL, CAplus T7AJLIZ
JARF—N—KETS.

Sequence and Reference Records:
- REGISTRY 77/ THRFR-BEIZERRLT CAplus
T7ANIZHARF—NR—RRL, BEERTTD.

o —

Transfer all alignment data for postprocessing M FI YT %
DIFTHLET A AV E BLAST LR—FAERKRTES

STN A7 5B=H®D Script (.scb) FT7AILERTFT 5.

% Save File As =B =
157 M T2k | # @
7
BiR{EoTE.. |« [ m -
| ! | 7 IRl M) ph3 related gene 1#1F
FAObT FrAIDRTATE  [Seript files (*sch) - A
Note: Use ofthe saved information is subject to copyright and data use restrictions.
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B FISAAUMMTELR—FEERT B0, 75442 T —4 (STNext Saved Sequences

(xss) #RETS.

{777 M Fask? = 2ErE-
L =
il
BEESE. | .
" ‘ FPALBN: [pE3 relsted gene
TAAT FPULDRAHTY  [STMext Saved Sequences >

Mote: Use of the saved information is subject to copyright and data use restriction

=3

STNext T STN A4S A2 LT, Script Z4VR—+F 5.

Enter NEWS followed by the item number or name to see news on that
specific topic.

For pricing information enter HELP PRICE or HELP COST at any arrow p

A1l use of STN is subject to the provisions of the STN customer
agreement. This agreement limits use to scientific research. Use
for software development or design, implementation of commercial
gateways, or use of CAS and STN data in the building of commercial
products is prohibited and may result in loss of user privileges
and other penalties.

Access the latest version of STN.
Log into STNext with your STN login ID at http://next.stn.org

Entered HOME

rompt.

Recent Scripts

Seript_Sequence Blas

scrl

Quicktime_lmage_Tes

STNext SIS
Transcript ON 2018_0259_Transcript History CAS Lexicon Databases
File HOME .

Session

14:40:46 ON 28 JUN 201

vi++] STNext MEIEA FT® [Scripts>IImport] % VI

. DU ITBHETATATRYIADRREINDEDT —
TRELEIFZFALEERL, 1VR—bT% -

A D @ Draw {} scripts

@ BHE BEAT® Scripts REVEIYYITE. AVR—FLIET7AILENRRTENEDT
Runl #9Uvo3 3L BERENETINS.

specific topic.

For pricing information enter HELP PRICE or HELP COST at any arrow p

All use of STN is subject to the provisions of the STN customer
agreement. This agreement limits use to scientific research. Use
for software development or design, implementation of commercial
gateways, or use of CAS and STN data in the building of commercial
products is prohibited and may result in loss of user privileges
and other penalties.

Access the latest version of STN.
Log into STNext with your STN login ID at http://next.stn.org

kA KKk kA KAk x Ak xxx STNTOKYO * £ % % & £ % & % % % & & & %

FILE 'HOME' ENTERED AT 15:55:58 ON 28 JUN 2018

STNext B et

Transcript ON 2018_0260_Transcript History CAS Lexicon Databases
il HOME ? Session

Enter NEWS followed by the item number or name to see news on that Entered HOME 15:55:58 ON 28 JUN 2018

rompt.

AVR—FLE=T7AILDED

Run #491wvs

EES

Recent Scripts

% p53 related gene

script_Sequence Blas

sl
View more
New Script
{ Import Cancel
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BEIMIZ REGISTRY FZ7AJLIZAY, BBIINBREREINS.

@ T TlSequence and Reference Records] ZEIRLI-BE (X
ERBERDAARYIZANKRREINS

VZERDEE OK #9Jvo 9 5L IDE RERBEATREEIND
vSQD EANTBELEH SQD RRBHKXTRREINS
- CAS RN? ZEORTEAEZBELTEE, #0675 4
AU MTZE BLAST LR—r2{ERTES
VERNFTENDIHFEIX END A HTD

Enter User Data:

@ T TReference Records] FEf=I& [Sequence and Reference Records] Z#EIRLI=-E & I,
HEIMIIZ CAplus T7AILICAY, JARF—N—RBRENETIND.

@ T TlSequence and Reference Records] Z&IRLI-B S (X
EZTRBEXDADNRYIZANRTEIND

VERDOEE OK #9Jv9 9 5L BIB RrERATRRIND
-~ CAS RN® 28R REAEHELTHLLE, D734
ARt E BLAST LR—FEERTES
VERNTFTEDHEIX END A HTD

Enter User Data:

BIB HITSEQ

Script DEFTNREDHLZE, KETOVITRRARTRTEIND.

STNext &/ wries

Transcript ON 2018_0260_Transcript History CAS Lexicon Databases
Filz CAPLUS > session
501 gcacatgacg gaggttgtga gecgetgece ccaccatgag cgotgetcag
551 atagcgatge tctggeccct cotcageatc ttatccgagt ggaaggaaat bkt Y
gegateg totze & gagt geasze 57-6 OR 1042749-96-1 OR 915430-93-

601 ttgcgtgtgg agtatttgga tgacagaaac acttttcgac atagtgtggt 2 OR 87215
651 ggtgeectat gageegeetg aggttgecte tgactgtace accatceact
701 acaactacat gtgtaacagt tcctgcatgg geggcatgaa ccggaggecc
751 atcctcacca tcatcacact ggaagactce agtggtaatc tactgggacg

L2 QUE(457009-82-4 OR 402064-74- a
8 OR 106440-95-3 OR 1422997-95-2

OR 1256225
801 gaacagcttt gaggtgegte tttgtgoctg toctgggaga gaccggegea
851 gaatctcege agectcacca cgagetgeee L3 QUE(664947-95-9 OR 658333-49- a
901 ct actgcccaa ¢ coteteocea 4 OR 106440-94-2 OR 2062011-50-9
951 gccaaagaag asaccactgg atggagaata tttcaccctt cagatcegtg ORZ2070020
1001 ggcgtgageg cttcgagatg ttecgagage tgaatgaggce cttggaacte L4  QUE (653290-87-0 OR 604918-19- a
1651 aaggatgcce aggetgggaa ggagccagge gggageagege ctcactccag 6 OR 541673-90-9 OR 526360-61-2 OR
1101 ccacctgaag t. gteagtetac ct at aaaaaactca 433618-4

1151 tgttcaagac agaagggect gactcagact ga

L5 48 SLTORL2ORL3ORL4 &

Entered CAPLUS 16:00:53 ON 28 JUN 2018

0sC.c 91 THERE ARE 91 CAPLUS RECORDS THAT CITE THIS RECORD (91 CITINGS) L6 62 SLS | oo

==
~ El o o
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B REGISTRY BLAST ;EOS—%%

B REEREIZ BLAST REOAV—REZBEZHAANTI=TSA AV MMTE BLAST LAR—FAE
R TE5.

@D My Files O Transcripts R—I T [Report] ZEIRT S

¢ Transcripts

L

2018_0260_Transcript # ]
currently active

Query summary

Report

Move

@ Reporting BIEmT, L S, 7oL —bk, 74—< vk (Standard E£7=[& Enhanced) Z:ZEIRL
lnclude BLAST Alignment File] [TFTvo%{H (T, Next 29w 99 5.

Reporting X

Include L#s
Clear | Expand A
~ L5 L1 ORL2Z0ORL3 OR ... (48)

v @ L6 Ls (62)

Use Template

Journal
Patent
@ Patent and Journal

Substance Report

Use Format

@ Standard
Enhanced

Table

Include BLAST Alignment File

Customize Next Cancel

=

LAR—KZEHBET—ILEEEIRL-LVF A X, Customize #9Uvo T3
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T74IL (xss) ZIETEL, Next] #0)vo3 5.

Import Alignment Data

Only xss file forma is supported

Browse

p53 related gene.xss

Next Cancel

X

BIR—®M @ T lCustomizel &
BIRLEBEE, LR—KMZIEHS
T4—ILFZEEERITIEERIARRS

ns.

- RICEDHDIT4—ILFEHRAIZET

DV I$BHELR—IDTERT S,

B REGISTRY BLAST ;EOS—fEE

@ Import Alignment Data EE® [Browse] &Y, P.44 @ TRFELF STN Saved Sequence

Reporting

2018_0062_Template

Available Fields
Sequence (1-letter amino acid codes)
Nucleic Acid
Cited References Count
Patent Annotation
File Segment
Citing Reference Count
Sequence Length
Original Reference Number
Note

Digital Object Identifier

Create Template m Cancel

X

| ®=a0s7—1F |

Included Fields

=~ Author

Author Name

Inventor Name

Patent Assignee
~ Biblio
— Document Number
Drag Patent Number Count
—

Patent Country Count

Family Accession Number Count

Family Accession Number

Corporate Name

Source

=~ Journal Information

Document Header
Document Title
Creator

Comments

Include:

Page Numbers
Date and Time
Cover Page

B 75 4+ MF+E BLAST LAR—F®DH

@ Document Header EIE T, 4 kJL, B4EH, AAVMEEZANTS. %I [Download] &

https://www jaici.or.jp/stnext/news20181002_report_example.pdf &5 I8
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B REGISTRY BLAST ;EOS—%%

REGISTRY BLAST ‘REAC—RBZEZEDT7TS5—F

B REGISTRY 774JL®M BLAST hEAD—RBFRIITS—FEHFTEHIENTES.
- ETHEE  8EFEIRE
 PS5—FMIERK 100 ETEEFTES.

s EAEEYMNITS—LIEIZRK 20 ETHREINDS. (TIAILRE 10 #)

B 75—~EEH

@ BLAST RERS—REDEELERL, BEATFIHS FAALEIY VI B

£ CAS Registry BLAST® Report - p53 related gene == Ech =]
File Edit View Search Tools Help

Unique Sequences: 1,000 Redundant 383 Selected Results: 0
” Alignment Scores

<40 40-50 50-80 [ I ] ‘
[ Alignment Summary
[ ' ' ' ' T T T ' T T T T T |

1 7 152 228 303

[ Alignment Details

[0 [C] 601 2e-168  (1515955-91-5) 20: PN: US8613907 SEQID: 30 unclaimed DNA

m »

[ [ 601 2e-188  (457009-82-4) GenBank BD135657: Observation alley for expressian of cancer-related sene.
[] 601 2e-169 (106440-85-3) DNA Chuman clone p§3-H-19 antigen p 53 <DNA)

[ [] 588 5e-168  (1422087-05-2) 20: PH: WO 2013027427 SEQID: 29 unclaimed DNA

[ (7] 533 5e-188 (664947-93-7) GenBank GQ7T79522 Sequence 1 from Patent WO 2004016788

@ 71 7] F82 Ram1RR  (RAL0AT-0R-01 GenRank NO7I0RIL Semence 3 fram Patent 1NN ONAN1RIZE -

« [ r

@ Create Profile # A 7RI RYIADNKRTEINDS. T5—rEHZLEAAL, ETHE, 75—
FRT AZEIRLT, OK #9)vo 9 5.

S Create Profile o | B |

File Edit Help

Profile Name: REGISTRY P53

Database: REGISTRY gl Run Frequency: | Weekly ] Expiration: Jul-2018 -

Include previously retrieved sequences as they are updated Set E-mail Address

Selectthe steps you want to have as part of the profile (the first step is always included) ‘
£ CAS Registry BLASTa [E—|
Seauence search with the fol lowing paraneters: ERTT T Sotes
- Folders 7] This is an STN Mail ID
Result Name: p53 related zene [=-Proxies ;
Program: BLASTn iFirewall Email Address
Subsets: Palents L HTTP support@jaici.or jp
Non-patents +-BOCKS Maximum number of Result Sets to keep per profile| 105
E-Alerts
EST -
8T8 —
s « REGISTRY BLAST ®O735—hk

:Iﬁzrﬂenﬁankﬂ EEXEDA—ILTRLRAZEA S
S LTHCE, 7I—hRAT R
Expectation Yalue: 10 MEZITENS
s TS5—hIEIZRETESRK
BE&EEVEERETED

t (BX 20 #)
[Coc] B
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B REGISTRY BLAST ;EOS—fEE

@ 7I3—FERRDOEERT

REGISTRY BLAST ##&&I1L T, lAlerts Reports] 47 EIRTHE75—FDERIZ VDY X+
BREREINDS. RRLEWVWEIZEYREFERLT, [View Results] #9Uv99 5.

To5—FRRORIZEYMITWIEICBEBMIZHEIBRSN S-S, BELTHEELVERIZEEYNEIEY
1Jw-L, [Save Permanently] #%9')v93 %&, NReports] JAKZF 3.

+ CAS Registry BLAST3 Result Set Mana_@@lg

File Edit Search Tools Help

= B8 & = Y

Mew Search Sequence  Sequence |ID Fast BLASTE Alerts Profiles

Manage and Review Results

Alerts Reports
Type Created / Status Results Reviewed

BLASTN  2018-05-14 03:58%Fi% Complete
REGISTRY P53 |BLASTn |2018-05-07 04:04Fi¥ |Complete VB REES
REGISTRY P53 |BLASTN |2018-04-30 06:44%F{% |Complete
REGISTRY P53 |BLASTN |2018-04-23 06:46 %Fi% |Complete

Examine Query
Edit Alerts Profile

Delete Results Delete

Save Permanently

10 results

Wiew Results Delete Results

@ Alerts Profiles #9)w 93 5EEHBLE-75—MD—EX*RRTES. 77— FDXREELEELT:
M5 &1L Update Profile 2491 v99 5.

# CAS Registry BLAST® Alerts Profiles [E=EE

File Edit Tools Help

Manage and Review Sequence Profiles

[Profile Name \|[Database |[Schedule |[LastRunDate || MextRun Date |[Expiration |
REGISTRY P53 |[REGISTRY |Weekly 2018-07-07 01:00 #F{%|Jun-2019 il
sample blast REGISTRY |Weeakly 2018-06-30 01:00 4Ff% [Jun-2019 El

2 profiles (100 maximum)

Update Profile Delete Profile
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APPENDIX

REGISTRY BLAST BZ D /N5 A—A

)

ax JE

B REGISTRY 774JL®M BLAST READ—RBRFBIZHBITAH/INTA—EHTE
- REBEZA4T
BRERZAT R FE R B EE=3
BLASTn BREINOEMAICEULLEREINERE 1EE AT
F—AR—Z2OEEBHE7I/BEHICHMRLEES | T3/8& |
BEASTR | o, P3/BENOEMRCEYLLRIEREA oy | el
BRRET—A~A—XbOEEFRIE7I/EBE S IZHR .
BLAST | | apLr-masr s BEE
BLASTp TI/BEIOEMAICELULE-TI/BEINERER T3/ B 5
BLAST EEBRIOERAE7I/BERIICHALT, T—4~— BE T3/
REDEL LTI/ BEIERER 2 5 2 51
- INTA—A

BLASTn Settings

BLASTh Settings

Additional Option Pregets

Basic Options

Searcrwj'(:iiity
|

v Lowe Complesity Filtering

E

Show Additional Options IZF VY9
% {1 1+ % &, Additional Options A

Maix Mo, of Answers: |

25w

BLASTn Settings — Additional Options

BLASTh Settings - Additional Options

[~ Additional Option Presets

Search Sensitivity
|

Basic Options

Iv Lowe Complesxity Filtering

an

Fewer Answers —F More Answers |

Kl

Max Mo. af Answers: |

4

[~
o

[~ Additional Options

Expectation Value:

Word Size: (A ﬂ

n Open Gap Cost |

i

Extend Gap Cost: |

[

Fenalty for Misrnatch: |

2]

Reward for Match: |

Resetto Defaults

Back

Cancel
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APPENDIX

ME fEETEHHE-ER

Search Sensitivity

Hi1F1E (Expectation Value) ZIEE T AL TREDHEELZLEFTS.
AZAFHERICBHINERZHEHNSAGY, EITBBITNIED LGS,
BVELEEEODRINETERRTSIIGEEIEICEHTS.

TIAILRE 10

Search Sensitivity
I

| | | rJ | | |

Fewer Answers = More Answers

/ 7 / 7 ! 7 !
HAf¥fE 1e-4 0.01 1 10 50 100 1000

Low Complexity
Filtering

TI4HNMEFzvoEnhTHY, BEINEFAXICHLTEERERBIOIRI T4
BT EITIES. RRVETICET, HEHMICAERETHOTHEYFMICIIE
BRBTIAA00 (- #HBOBME, BEETI/BOVE—OTOYVBE
BREBGE) ERMYRCIENTES.

FIviEDITTHLE, ERMICEEIERA D EHTHVESRS (BEH
EES, REES) AIRISABRRICEASINGLLS. COB BLASTn TlE
DUST 74554, TDMDBRERHA(TTIX SEG TAYVSLEZRAVWTEEHE
BINREINTWS. BIEMXDPTRIINEO—FIEILUTOa—FIZESE
BaonBERINS.

- BEBRIDEZEE: N

- FI/BEIDEE: X

UTDGEEETANEI T ETADBVANENEOFIVIEETT.
- BHFMREOSE

- BUVESNEMXATRERIIES

- BEEMERBES B ORIERMATHRETHES

Query Genetic Code

BLASTx Ff=I1F tBLASTx TODHAIEE T 5. Mold Mitochondrial IZ1F Mold,
Protozoan, Coelenterate Mitochondrial and Mycoplasma/Spiroplasma WM& EFh
TW5.

<IHEHE>

» Standard (T 7+ JLF) * Vertebrate Mitochondrial
* Yeast Mitochondrial * Mold Mitochondrial

* Invertebrate Mitochondrial = Ciliate Macronuclear

* Echinoderm Mitochondrial = Euplotid Nuclear

* Bacterial = Alternative Yeast Nuclear
* Ascidian Mitochondrial * Flatworm Mitochondrial

* Blespharisma Macronuclear
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APPENDIX

NFGA—B (&)

INTA—A BE, IEETE5HE-ER
Max No. of BZEHHOLERE. TIHILME 25 T 1 A5 1,000 FTOHREXEET S
Answers CENTED. HHABTDEAE 1,000 IZFRETS.

Show Additional | FIvIP&ANdE, SHICHIABNSIA—FEZRETI-HDEEARTIND.
Options FIAIMEFIvIEL.

H7%51E (Expectation Value) &[FT—AXR—XFDEH (I LTIVFTEEDH
AHMEEMHOBENIL. TIHILME 10 T, AEEOKRESOT—ER—ID
BREZITOEESR, 10 AOIYFABARATHEIYSHIEZTRLTNS. Bonhl:
HEAMEEENSZON-AEIVELEVGESFIFRERS—RRDEZIZEFN
, 58, BVEEREFICEENGL.

Expectation Value
HFED 0 ISEDKBFEEUMENBLGYRZHRITDLELEE. 0 KYKEVHE
ExZANTS.

BOERSNIEMATRRIIG G HAREEZXRETS.

BEEITIANMEZZEITILERELRWL. FL, BEVERINZREITIESIXE
FINSKTD. Fz, FEICRVEIERXZAVZZOBRREL/ETTLREVEE
ExKE<TB.

Word Size
<#{E>

» BLASTn TI& 7-23 (F7#4ILIE 11)

* BLASTn LISAOBRFRAATTIX 2-3 (FIT+ILRIE 3)

BLASTn UNDERIATTCRATEEZHEITHIERTIEEETSH. BEHITSI
21X PAM (Point Accepted Mutation) & BLOSUM (BLOcks Substitutuin Matrix)
DZDO2DEIATHH5.

<HEB>
- PAM30 - PAM70
- BLOSUMS80 + BLOSUM62 (T 74JLK) - BLOSUM45

Weight Matrix*'
BINEBRXDEINRICKDIE#RITIHIE Gap Cost DA A HEH

[ IESS E TS Gap Cost
<35 PAM-30 (9, 1)
35 - 50 PAM-70 (10, 1)
50 - 85 BLOSUM-80 (10, 1)
>85 BLOSUM-62 (11, 1)

tBLASTn, BLASTx F/zI& BLASTp THEE 95 Open Gap Cost & Extend Gap

Gap Cost*!
ap ~os Cost DMIEDHAE DE.

*1 [ZDWTIE, P.125 S8
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NFGA—B (&)

INTA—A

BME fEETEHHE-ER

Open Gap Cost
Extend Gap Cost

BLASTn TOHIEFETS. Open Gap Cost & Extend Gap Cost D {E
FHABHENRELSTHELT, BHICIEETES. 0 KYKEVHESE
WETSH. TIHIKE 5 2

Penalty for Mismatch

BLASTn TOHIETET .0 LYNSWHIEZHEETS.

Reward for Match

5.

BLASTn TOHAIEETSH. RATEHERD D=6 Weight Matrix DXHY
IZHEETS. TIAIRE 1 T, 1 D 8 ETOHRELEIEETHENT

1 HELE-EBTHODFELEIZL>T, Open Gap Cost & Extend Gap Cost DEE DHH A&

EHhENREOTLS. TEEBLNTIHILE

& 17 5 Open Gap Cost & Extend Gap Cost DA EDHHE

BLOSUM62 | (11,2) (10,2) (9,2) (8,2) (7,2) (6,2) (13,1) (12,1) (11,1) (10, 1) (9,1)

BLOSUMB80 | (25,2) (13,2) (9,2) (8,2) (7,2) (6,2) (11,1) (10,1) (9,1)

BLOSUM45 | (13,3) (12,3) (11,3) (10,3) (16,2) (15,2) (14,2) (13,2) (12,2) (19,1) (18,1) (17,1) (16,1)
PAM30 (7,2) (6,2) (5,2) (10,1) (9,1) (8,1)

PAM70 (8,2) (7 2) (6 2) (11,1) (10 1) (9,1)

B A E 30 LTORIEBEMXE BLAST R EAS—RBETIHIBESD/INSTA—EHTE

% RS HEE

© IALRYD T ETHEN
% - Hif(E : 1000

= word size 7

- TANBID T ETHEN

- HAf%{E :
BUIOE Hi fiHI_. 20000

= word size : 2

- BfRITH : PAM3O

B RELGNTA—FEREBEDEIATICE>TELY, TIAILMET

HESNTULS. 12 Advanced

Options BEE D /ST A—4(F BLAST 7ASSLZHRAMLTUOEWNE, IEEAHLLY.
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B TIO4LMDERTE

<BLASTn>

<BLASTp> <tBLASTn>

<BLASTx>

<tBLASTx>

BLASTn Settings - Additional Options

[~ Additional Option Presets
Search Sensitivity

|
1 | 1 ﬁ | 1 1

Fewer Answers =+ Wore Answers

v £

Basic Options

v Low Complexity Filtering

W Mo, Of Answers: |

[ Additional Options
Expectation Value: 1m-

Word Size:

Cpen Gap Cost

Extend Gap Cost

Penalty for Mismatch

Reward for Match

BLASTp Settings - Additional Options

™ Additional Option Presets

Search Sensitivity
|

I I I K I I I

Fewar Answers —* More Answars

v Show Additional Options

Basic Options

v Low Complexity Fitering

Max M. 0f Answers: |

— Additional Options
10~
Ward Size 3 z‘

Expectation Yalue

Weight Matrix

Gap Cost

Cpen: 11 Exdend: 1 +

BLOSUM-B2 ¥

3
9

BLAST: Settings - Additional Options

[\

[~ Additional Option Presets Basic Options

Search Sensitivity

I I | K I I I

L [v Low Complexity Filtering

Fewer Answers =+ Naore Answers

Gluery Genetic Code: |Slandard(1) ﬂ

Wi Mo. of Answers |

35|

™ Additional Options
‘Word Size: ’7324

Expectation Value:

Weight hiatriz:

Gap Cost:

Open: 11 Exend: 1

3
-

tBLASTx Seftings - Additional Options

[~ Additional Option Presets Basic Options

Search Sensitivity

| | | |) I I |

v Low Complexity Filtering

Fewer Answers —  Mare Answers

Query Genetic Code! | Standard(1) |

g Max Mo, of Answers:
I 3h |

— Additional Options
Expectation Walue: 10+
Word Size:

BLOSUNM-B2 =

Weight Matrix:
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