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Substances & CAS Sequences

B Reactions References 'V suppliers

Patent Number, PubMed ID, AN, CAN, and/or DOI

Substance &%

Molecular Formula ~ e

Examples: C6H6 [ (C8H8)x | C22H26CuUN205.C2H3N

+ Add Advanced Search Field CAS Seq uences*

Retrosynthetic Analysis Search CAS Lexicon Search CAS Sequences

Make reaction plans with Build powerful searches using Query BLAST, CDR, and Motif
conditions, yields, catalysts, CAS concepts, chemical algorithms for nucleotide and
and experimental procedures. classes, and taxonomy. protein based sequences.

* CAS Sequences ND 7 7 AE&MHIE. BHICEIDELGD X T, FLIEBRBAGE LT,




Substances & CAS Sequences D&\

BRETHEL &R, (L2HBE. CAS ZEFEE (CASRN®)
EH  9F®. GenBank BE KX ACSUIRER

CAS HHMBDIL—ILICTE>TUNE L 7-EES)  CAS HIHBDIL—ILICTH¥E > TYNEE L 7-Ee%!

 CAS References |CUNER ST 7z « CAS References ICIXER T L7z
YI5F - IFERICREE D EE LAY Y5 - FFSERICECE D EE R ALY
« GenBank ICEE I N7-ECT « GenBank IC&E SN 7-EZ

53 RIEREFLEVEONIEOLO—-F FEEZHDOE LT 73 HEDORFTFRIT
c FRFLIEFLVHERDR D 12 NIE KB St LU 7-E5)

CASRN® B35 SNt EME NCBI R D5
- B EY). BRILEY. 2V INUE.

®Es. RU<—. EBLMEEY. £&8.

BERERELEY. 6%, Y. TH

‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘

FONBZEL - 2 NI BEIFHRDEW

CAS Sequences

NCBI 3R ®D YEFRERD CAS B3R D f5E Lo
a5 Eg5u* (4F5F. FENSED) RYNVE
P e P
?

CAS DUXEFRXI RN DECS

XTICARFEF ICE0E S N 7=EEg
Substances

* CAS NN RDESIE BRI 35550H B

‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘




SUBSTANCES &%

BEE « RTFEK « 2NV EDEER

— D THEIHMNELNIE. IMELLTRESNS
- {LFEM S N A

- AISHOBHREDEL BT

- EffATER S NET

GenBank B3R DEEFIZ. 1GenBank BFSIC2F1Ld—F (8) r LTRFEINS
- Xk - FEFRR O EE LBEIF. —2DLO—FRICEC X3

‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘




ZEEDEEH(1/2)

EE : I EECY 9 AL

® CAS Registry Number: 2128329-99-5
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Image Not Available
Unspecified
DNA (synthetic clone WO2017-140839 oligonucleotide) (ACI) {t%‘-_!‘l@g%
Nucleic Acid Sequence
|
Sequence Length: 115 BcS=
34a,27¢,27g, 27t
modified *Z@ 17 iﬂ
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~ Other Names and Identifiers
1 Other Name for this Substance
1: PN: WO2017140839 SEQID: 2 claimed DNA 'ﬂj?#@%ﬁ
~ Sequence Details
Sequence: DNA; linear
1 catgttcgat gaggcacgat agatgtacgc tttoacatac gctttoacaa Haylj
51 tacttoagca gtcggcagat ataggatgtt gcaagctecg tgagtcccac
101 aaaccaaaaa ccteg - - N %
Sequence Modifications
Type Location Description
modified base cytidine-1 S'-phosphate
Patent Annotations
Source: Not Given
Reference: WO2017140839, SEQID 2; claimed =/
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Cyclo[3-(trans-4-aminocyclohexyl)-L-alanyl-L-threonyl-L-phenylalanyl-L-prolyl-L-tyrosyl-D-tryptophyl] (9Cl, ACI)
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Protein/Peptide Sequence
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& Related Sequences (3) |E| EE o)
EE@J@@% Expand All | Collapse All

v Other Names and Identifiers

~ Sequence Details

Sequence: cyclic anlj

i) ATFPYW = = = =

Sequence Modifications /%
Type Location Description
stereo tryptophan-6 D

Patent Annotations
Source: Not Given %E?’r%%ﬁ
Reference: US6268342, SEQID 80; claimed (%ELF%% r ga ﬁ{ﬁ%)

Source: Not Given
Reference: US20020042374, PAGE 10; claimed 0%
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® CAS Registry Number: 480648-16-6

® Substances from Related Sequences

W2

References ~

Filter Behavior
Filter by Exclude

v Search Within Results

~ Reference Role

Unspecified

Catalase (human) (9Cl)

Properties (39)
Biological Study (33)
Uses (28)
Protein/Peptide Sequence
Sequence Length: 527

Biological Study, Unclassified
(24)
Diagnostic Use (19)

>

~ Commercial Availability

View All

[ & Related Sequences (43)}

Not Available (43)

v Aromatic Rings

43 Results
1 eer

104646-57-3
Image Not Available

Unspecified
Catalase (human clone AhCAT-2 protein
moiety reduced)

Protein/Peptide Sequence
Sequence Length: 527

e

References

391963-23-8
Image Not Available

Unspecified
Protein (human 527-amino acid)

) vee

1198121-91-3

Image Not Available
Unspecified
12: PN: WO2009143519 SEQID: 29
unclaimed protein
Protein/Peptide Sequence
Sequence Length: 527
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References
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3067807-16-0
Image Not A\

Unspecified

® b= N

Sort: Relevance ~  View: Partial
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480648-16-6

image Not Available

Unspecified
Catalase (human)

Protein/Peptide Sequence
Sequence Length: 527
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B Reactions Bl References =] Suppliers N ForYou

Catalase*

X ZDIFB L
FEHTRERTES

Catalase (E.C. 1.11.1.6)

Catalase Catalase (E.C. 1.11.1.6)

Catalase (Listeria monocytogenes gene cat fragment)
Catalase 300K-C10

Catalase (human gene CAT)
Catalase ASC 200

Catalase T100 Catalase (human clone AhCAT-2 protein moiety reduced)

Catalase-peroxidase Catalase (human subunit protein moiety reduced)

Catalase-peroxidase KatG

EYREN () RIS

Catalase (Rhodococcus strain RHAT)

Catalase KatE Catalase (synthetic)

Catalase, pseudo-

Catalase (Burkholderia xenovorans strain LB400)

Catalase (Listeria monocytogenes gene cat fragment)
Catalase (Escherichia coli gene katE)

Catalase (Methylibium petroleiphilum strain PM1)
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® Substances search for "Catalase*"

W References ~ A Reactions ~ W Suppliers ~ @ &. [ ] n
Filter Behavior 1,349 Results Sort: Relevance v View: Partial ~
Filter by Exclude 1 o8y 2 ese (L]
e 9001-05-2 R 1375004-14-0 R 104646-57-3 R
v Search Within Results N N N
Image Not Available Image Not Available Image Not Available
~ Reaction Role
Unspecified Unspecified Unspecified
Product (1) Catalase Catalase-peroxidase Catalase (human clone AhCAT-2
Reactant (1) protein moiety reduced)
Reagent (1) Protein/Peptide Sequence
152
Catalyst (2) Sequence Length: 527
@ 141K A 1322 Wmse & s66 A1 -1 1|1
Reference Role
. References = Reactions = Suppliers References = Reaction Refel EE§J IE‘EE%EE D
Properties (1
Biological Study (1,276) 2 eoe 5 ese oo
Biological Study, Unclassified
(1,227) 152890-45-4 K o 664249-17-6 L % 664243-69-0 L 5
Uses (105)
Image Not Available Image Not Available Image Not Available "
Preparation (81) ',‘;
Unspecified Unspecified Unspecified / o
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Substances ICIFECHIBRZFOL A— R eiF-R WL O—RAEAH 3

© CAS Registry Number: 403562-23-2 © CAS Registry Number: 9001-05-2

Reference (1) References (120K) B Reactions (1,092) W Suppliers (44)

Image Not Available
image Not Availabl Image Not Available

Catalase (human liver)
Catalase

Catalase (human liver) (9CI)

Protein/Peptide Sequence
Sequence Length: 526 .
v Other Names and Identifiers

[ =

~ Sequence Details FagliEERaD D ! FRHIER Bl I

Sequence: linear

1 WADSROPASD  CMCHWKECRA  AQUADVLTTG  AGNPVGDKLN  VITVGPRGPL v Experimental Spectra
ST LVONWETDE  NAHFORERIP  ERVVHAKGAG  AFGYFEVTHD  ITKYSKAKVF v Regulatory Information
101 EHIGKKTPIA  VRFSTVAGES  OSADTVRDPR  GFAVKFVTED  GNWDLVGHNT i .

v Additional Details
151 PIFFIRDPIL  FPSFIHSOKR  NPOTHLKDPD  WWIDFWSLRP  ESLHOVSFLF

201 SDRGIPDGHR HMNGYGSHTF KLYNANGEAY YCKFHYKTGQ GIKNLSYEDA

o
22
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~ Substances
~ Substances
© Substances (2)
© Substances (7)
9001-05-2 9054-89-1
403562-23-2 403562-22-1
Image Not Available Image Not Available
Image Not Available Image Not Available
Unspecified Unspecified
Unspecified Unspecified Catalase Superoxide dismutase
Catalase (human liver) DNA (human liver catalase
B 707155k % D CAS RN® & %5 BoFiE R & 7% L) CAS RN® £ 53|
© CAS Registry Number: 403562-23-2 O cas Registry Number: 9001-05-2
~ Sequence Details
Sequence: linear v Other Names and Identifiers
1 MADSROPASD CHCHWKEQRA AUKADVLTTG, AGNPYGOKLN, v, [ B | SERRRmmnEmmmsmsmmammsnnamnanannnnnes
51 LYONVVFTDE. MAHFORERIP ERVVHAKGAG AFGYFEVTHD. Ikyskakve S N 2 ftessssssssssssssssEEsEssssEEsEREEEERenE o

101 EHIGKKTPIA  VRFSTVAGES  CSADTVROPR  CFAVKFYTED  GWDLVGMNT v Experimental Properties *°,
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GenBank S H 5 DIRE

« GenBank &3 “GenBank” ' 518% 3
« GenBank SN SEERT 35 IFIESDHIIC “GenBank” X AL THRET S

& Al ® substances B Reactions B References Y Ssuppliers N For You m

AAAH30690|

) HRFERw I XU GenBank S %
ANTDE. A— b2 X MEREIC

GenBank AAH30690 (Trans||
GenBank AAA30690 “GenBank” ﬁtﬂ%ﬁb‘ﬁﬁ'\éhé

GenBank AAA30690 (Translated from: GenBank M17596)

GenBank AAH30690

Retrosynthetic Analysis Search CAS Lexicon Search CAS Sequences
Make reaction plans with Build powerful searches using Query BLAST, CDR, and Motif
conditions, yields, catalysts, CAS concepts, chemical algorithms for nucleotide and
and experimental procedures. classes, and taxonomy. protein based sequences.
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ecular Formula: CsHsN30 (111.10)

« KERUNDTEHD252Z B R 3B, #BET —ZHNMNEEIN BV, BERDSBRETI AL
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FIED 5 DIRFE - [OE—H. &KDiA

® Substances search for drawn structure

@ References - A Rea

W Supp

Structure Match Filtering: 2Selected » X Cleas Filter
~ Substance Class As Drawn (4
866826-92-8 ‘y 2859361-44-5 L3 o 2864637-88-5 L3 5

Create Chemscape Analysis
Filter Behavior

~ Search Within Results

~ Reaction Role

» "
v Reference Role Svppter B
v Commercial Availability e e ..
~ Number of Components 1130595-80-0 [ 391612230 ® ®
N N N

~ Molecular Weight

v Logp

Stereochemistry

/ [ 4
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A5 BRI % A L 7=BLAST. CDR. Motif M3 DDIREH AIHE

BLAST Egi&zR CDR fg%i%zE Motif E5tRZE

BRTRIICEELIL 7 ke TR RO DNA. RNA. &> /\~'8Brh
RE0YES CDR %Z 8% L o3 DFEVNE — VBTG DB
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Motif

Motif : % % —7E D¥EREZ 15D L HAfF
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BLAST BE7)685% - (SR

I : (Bc =

$ Search CAS Sequences [BJ casuiresciences

Enter a protein or nucleotide string, or upload a .txt or .fasta file. Learn more abo

BLAST CDR Motif

gegtttgctcttcttettgeg @ EFNEBRDAN e e et ® EFNEMRD
3‘ 5 b\uquHj j‘ Sequence Type: HE§|J g ,]/ 7% %;R

Nucleotide Protein
N rorvou EED
Search Within: S
@ Nucleotides Proteins

¥ include NCBI Sequences

@ Draw Q

(® NCBI B3R DECF
#OFICEDZ%5E

W$FTv I AN

Q search Sequences

Retrosynthetic Analysis L4 ° Search CAS Lexicon Search CAS Sequences
® >34

Make reaction plans with
conditions, yields, catalysts,
and experimental procedures.

Build powerful searches using
CAS concepts, chemical
classes, and taxonomy.

Query BLAST, CDR, and Motif
algorithms for nudeotide and
protein based sequences.

ASMR 27

ATO fEDIRZEDRSA REEUBDOTIH
NCBI (@4 9'EHBLIICTZONFHRTIN ? FHANLVEFBSOTIN,  Eili5, NCBI B3RO ZEIE(CEHZIHBEFFIY
DEAND ([CRDET.

Ayako TAZAWA, 2025-03-26T09:38:56.097




BLAST fig%li&%& - D& —&

B : ZEEEZ M Fomivirsen OELEE)ERFRT D

@ Se h f
. - quences search for your query
Ewv kLEE

%! D SCE S
ZEEHTRE

mDIAH

(Z1ILE—)

@ References -

pe: Nucleotide
Nucleotides

Query O

tldentity - View: Expanded -

Alignment Identicy: 100%

Create Bioscape Analysis

0 1

v EValue

s 1
v Query Coverage %
v Subject Coverage %

Vv Alignment Identity %

v Sequence Length

Query O

~ Organisms

ain Chemical Society. All rights reserved.

GCGTTTGETC TICTICTTGE 6 21
TELELEEEEE TR 1
GGETTTGETC TTCTTCTIGE 6 21

aul

@ References

Alignment Identity: 100%

Sort: BEIEDIMEAREZE X

& =

X DIRE

CAS

Adivision of the
American Chemical Society

BLAST it?iR%R - BIE—& (751X K)
Bl . BEEEEL S Fomivirsen OEMERS) % 183K 3

Subject O

View Less v |

(741.125)

Alignment Identity: 95% @— Alignment Identity

(TS0 X2 bOELIE)
— L 70— R - EUSEE X 100

Matches: 19
Mismatches: 1

KA

—5:19
—H:1

Alignment

Alignment I Subject IReferences |

Alignment Data
BLAST Score: 35
E-Value: 0.412411

Q 2 CGTTTGCTCT TCTTCTTGCG 21
TLEEETE THETE T

S 681704 CGTTTGCTCT TCTTCTTTCG 681723

BREg5ID2~21FB DI

(G>TOR—HHD)

— kR
741,125 25 R 0 EIZHES D
681704 ~ 681723 ¥ BEIL TWL3

Length: 74

Sequence

81
181
241
321

Subject  References

CAS Registry Number: 1065317-87-4
NCBI Identifier: AM910987 3

1,125 nt

Organisms: Plasmodium knowlesi strain H

1 ACAARACACT AGACAAAATA AACAGTAAGG ACATTTTCTG TACTGAACTC CAATGTGCAA TCAAACAACA CTACGCAAAG
AAGATCAAAA ATGGACAGGC AGGTGGAACG ACCACACCAT ATTGGGTAAG GGGCGATAGG CAACTACATA TATACGTATA
CATAAATGTA TATATGTATA TGTATGTATA TATATGTATA TGTACATATA TATTTTTTTC TTTCTTACTT TTTTTTTTTT
TTGTTCTATG TTTAGGATGC CTTGGAGAAA GACATCAATA AGGAATTAGC GCATCTCCTA AAAAATATGA CGGAGGGTCA
GACTGAATCG GACGTTGTCG ACCTCTGCAA AGACAACGAC AAATGGGATA AACTTGGCCA TAAAGAAAGG ARAACAAATA

@ References

Subject 27
1A D FEARETR

Alignment

Subject  References

@ References

th 8 ST AR ¥R

References # 7'

F.; Turner, C. M. R

ghts reserved.
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BLAST Ed5i&z - BIE—& (7 r L2 —)

= E-Value (HAf¥ig) Sequence Length
o - oo - « T—AR—HFOEFIIXT LT - BdFl&
A Query Coverage % XY %?5'@3@%%1-%%%’&@%1@
- - EValue AN VEY, fBfACix  Organisms
. EIODZAHBEWIEERLTWVWS . EYTE
‘A Subject Coverage % ‘A Sequence Length (NCBI EE;E‘: BE/HE_‘)
0 g ) o (o ° " Query Coverage %
A Algnment identity % o . KESEY < EEIE RS X 100 Alignment Identity %
| —rf:;:::tane'oes‘.f rus 5 * _ﬁ L’ TC :I - F + iﬁ‘
: - S;';'V;’“EYICCCHS(’UC( 73 SUbjeCt Coverage o/o {uﬁgiﬁ X 100
e - FELIEE - EIE RS X 100
Z:
CAS™
(BE) 71 L 2—D5tHIE
Eo5I R : 10
(Query) [OOLLVVEEEIG]  musgs: 10
(Alignment)
- Bl —X%LO—F(9)
QOULVVEEMG|S 8551725310
16H AR 52Dl
ggl";ﬁ?: :g:::l'g’oz ) —EL7sO—F - SR X 100 9+ 10 X 100 = 90%
Query Coverage %  ¥E{UMEE + E25ER X 100 10 + 10 X 100 = 100%
fALsRE + [B1EES) X 100 10 + 11 X 100 = 90.91%

‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘‘




(%) BLAST BiRZER - INF XA —5—(1/3)

Advanced Sequence Search A n Adjust Parameters for Short Sequences | Reset All
Alignment Identity % @) Match with Gaps? ) Gap Costs @ R
80 Yes @No Existence 5 Extension 2 v
J J J

Query Coverage % @ ) Word Size @ ) Reward for Match, Penalty for Mismatch o)
90 11 v 2,-3 v
J J J
- ) ) ; )
BLAST Algorithm E-Value @ Exclude Low Complexity Regions @
BLASTN - 10 - Yes @No
J J J

BEFIEA 30 U FORWEFIEMXOBICAV S /N5 X—&

B fo5isticxt L CEEES o ELGEE R T Y 3 8E (—BL e O— K- EEUEEE X 100)

EEFIEMROEFIRICH LT, £y FLEEBSOETICEELTVWERESOEIS
(ABLUESE + AR5 E R X 100)

(X))

eeeeeeeeeeeeeeeeeeeeeee

(%) BLAST Be5iRZER - INF X —5—(2/3)

BREZAF
BRE 1T RFRAE PRIzt
BLASTN YRR D BRI ICHEO L T RS £ B 77
Mega BLASTn  EEEFIOBRIRIC & D EM L 18RS % SR TRE B
BLASTn - short 48V VEEEFICEEM L /- E S % &K %R
F—aNR—ZROEEES|%E 7 I/ BEGICER L BRI OHR 5, -
tBLASTNfast 3 = ) memasimpsat =184l U - A5 % Bk Clae A e
BLASTp 73/ BERSNOE[RICEM LT S /B BRE BYNUE
BLASTp-fast 73 /EEFEIOBMRIC L DEBELIL =T I / BES % SE TR 2YNUE
BLASTp-short 58U\ 7 = /EEcHOBERNICEML 27 = / By 2 &R /U INUE
EEFFOBERRE 7S/ BESICBRLT. T—4R—2HD < e
BLASTXfast gy 7e7 = ARSI % B3 CARER il kil
Z:
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(B%F) BLAST Be3&R3R - INF X—2—(3/3)

H £vv72EBLTIyFSE3/ LAY

B sxRoxz50ES

HR1HE (77 )L 13 10)

ﬂ Open Gap Cost & Expand Gap Cost D iAEHE
B <vF»z 27y FoBanr+ L7237
EEMEES DT X 71 ILE ) 2T OER

EARMERE ALY S /BROES . VREDY S B 5% 5 BERREN 2 STEE
EAEMEREZ ZTESIT BLAST RRZ1T5 LIFRICEBV R AT ICRBIERICH 5D
MERICEE TH > TH. EMFRICIZB/LEIFZ < B L,

BEMEBBONYRAI T IILE) »T21T5 L. EMFMICETIRR T 71 A2 MMIEDFRIN D,
BRNAREN S BLREHHE CIMEEEERNT 22 71 LR U F A LAVA DB,

0

>

n
N

eeeeeeeeeeeeeeeeeeeeeee

(%%) %I L\ﬁE?lJ@*ﬁ??

I J. QLEIEYINEXSY

Advanced Sequence Search A E'Value (gﬂﬁﬁg)

Alignment Identity % @ Match with Gaps? ° %ﬁ UEE@J%’F:-‘?I_TC L;@K@H}ﬁ%fﬁfj\ﬁ( 3 < 7’::!: 51@@ ‘-: @ 5
g oo . EENEENEVESIHFEEAS TS

Query Coverage % @ Word Size @
90 11 - Word Size

BLST Al el o - 5% BEEEDRH (Word) ICXETID. Word BEAI T 3
BLASTN - 10 - Gl %ﬁ%j E

+ Word Size Z/N& < §% C & THELBEEHORBREIZILERTS

* BYIREIFRBEOBHENRT —IRN—RICK>TEDLBD
HERHE ISR L

0

>

wn
N

eeeeeeeeeeeeeeeeeeeeeee




CDR Eig%i%zE

CDRESFIRFR L IF
+ BLAST ZR—2ZICLTWL3

- BREXREHSH COHFEP THESAEE
YW o 7= CDR % OEHICBRELTLS ‘%\— oors

o ;5 g CDR3
S_
S-S

iFris

- MREBHENICHEE L TEXRADSHRET S
fcHDRUNIE

BEEH (L 8H)

. fitkiE 2 A DEES (L 8 ¥ B (H 8D 53 EHHH
- CDRIIHMEMESEIMITH D, LEEHE HEHIC
FNZENCDR1. CDR2. CDR3HWH 5B
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