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Sequences
Available

Search

Enolase
Herceptin
Herceptin mAb

NIST mAB BO7

Sequence Edit Help

CHO cultured Human IgG1 HC

HerceptinDigestAllLinksDefined
HerceptinDigestAllLinksDefined MinusD3700147 1
Intact MIST mAb_All Link Defined

NISTmADb Protein

a [] Display information using unspecified disulfide linkages

i NISTmAb

68
145
222
298

376

Total monoisotopic mass: 145055.8095
Total average mass: 145148.7137
Sequence molecular formula: C6464H9946N 169802006548

ALCT Monoisotopic mass: 23109273 Average mass: 23123.9457 Molecular formula: C1020H1570N270033057

N-term DIQMTQSPSTLSASVGDRVTITCSASSRVGYMHWYQORPGRAPRLLIYDTSKLASGVPSRFSGSGSG
TEFTLTISSLOQPDDFATYYCFQGSGYPFTFGGGTRVEIRRTVAAPSVFIFPPSDEQLRSGTASVVCLLNNFYPREAR
VOWKVDNALQSGNSQESVIEQDSKDSTYSLSSTLTLSKADYERHEVYACEVTHQGLSSPVTRKSFNRGEC

C-term

a7
144
213

B:HC1 Monoisotopic mass: 49422 6631 Average mass: 49454.4429 Molecular formula: C2212H3411N5790673517

N-term CVILRESGPALVEPTQTLTLTCTFSGFSLSTAGMSVGWIRQPPGRALEWLADIWWDDEEHYNPSLEKD
RLTISKDTSENQVVLEVINMDPADTATYYCARDMIFNFYFDVWGQGTTVIVSSASTRGPSVEFPLAPSSRSTSGGTARA
LGCLVRDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVTIVPSS5LGTQTY ICNVNHRPSNTRVDRRVEFK
SCDRTHTCPPCPAPELLGGPSVFLFPPEPRDTLMISRTPEVICVVVDVSHEDPEVRKFNWYVDGVEVHNARTKPREEQ
YNSTYRVVSVLIVLHQDWLNGKEYRCKVSNRALPAPIERTISKARGQPREPQVYTLPPSREEMTENQVSLTCLVEGE
YPSDIAVEWESNGQPENNYRTTPPVLDSDGSFFLY SKLTVDRESRWQQGNVESCSVMHEATLHNHYTQRSLSLSPG

C-term
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aA—H—lF PLTAMEEOMNBEIBE TSI Y (K 3), AIRIF. B
IgGT @ MAb IZIFBEB B KTHAIZ 16 DX 2L T REEED B D F T,

REIC. FRINDZUMIROBEZTH. TS 2% LysC R EDHETL
BERAIEETZENTETET, COIFEHREBUVT. BioConfirm TlE#
VINTBEETER SN ZRIREMED S 25X TFR (20 PTM BLUHEEY
VURED) DAVEA—AUIEBREBETINEEMTIET, /2L
X1 >® BioConfirm 7OJZLNTT =277 1)L ELBLTVWR S
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Links [ = ]
Global | Specified Applied | Unspecified Disuffide Links
Specified Applied Links-NISTm&b

Link Name Start Postion  End Posttion  Delta Mass &
Cysteine disuffide bond  A133 Al53 -2.0156

Cysteine disuffide bond  A213 B223 -2.0156

Cysteine disuffide bond ~ AZ3 ABT -2.0156

Cysteine disuffide bond  B147 B203 -2.0156 E
Cysteine disuffide bond  B22 BS7 -2.0156

Cysteine disuffide bond  B223 D223 -2.0156

Cysteine disuffide bond ~ B232 D232 -2.0156

Cysteine disuffide bond  B264 B324 -2.0156

Cysteine disuffide bond ~ B370 B428 -2.0156

Cysteine disuffide bond  C133 C153 -2.0156

Cysteine disuffide bond  C213 D223 -2.0156

Cysteine disuffide bond ~ C23 cav -2.0156 3
] m | b
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Walkup IC&2F —TF> T oG EROAETHIBTEE T, T
Tl A—H—IF Reprocess Sample 41 7OJ Ry
THY I EMIBTEET (K 4). 21— —F. Agilent LC/Q-TOF Ti%
L7 MS/MS T =277 1L TRItRL T RADICE NIRRT —07
O—%ZFIRL. RICEMH (PRI REEDRTT - IBETT). Al (> —
TIVARFZ—Iv—H5AN). BEIZEROEMEIETOT 71
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Uy sBe. Db BB NEd,

Reprocess Sample: NIST mAb Digest_250 ng-ul_0Ld (Dig. NIST mAb_0.25 ug... I

wiorkflow: [F'rotein Digest v]
Condition: [reduced -
Sequences: NISTmAL :]
Mods and Profiles: NmAb I Protein Digest (Reduced+Akylated) -]
Enzymes: [C] Nonspecific [C] ArgC ;
[C] Chymotrypsin [] AspN
["] Elastase [] GluC
[C] Trypsin-C18 [¥] LysC
[¥] Trypsin [] CMBr
Method Selection

@ Use current method : BioConfirmProteinDigest-NISTmAb 2 m
() Use sample result method : BioConfirmProteinDigest-NISTmab 2 m

(8 Reprocess| [ Cancel |

4. Reprocess Sample #4 7OY Tld. ARZLNTA—=ZEFERLT T 2D
T=RITAINDDHERETETET,
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SEF. IR (B ZIER 5 @ BioConfirm XV RTHEEINTWVWS S
ObY) #8IC. BRI BRI FREEDE RS FICOSRZMEINET,

MSOnly Biomolecule Fiters |  MS-Only Mass Fiters | MS-Only Mass Defect | Resus
MS/MS Data Feature Finding | MS/MS Data Charge State | MS-Only Bxtraction | MS-Only lon Species
Charge state
Limit assigned charge states to a range of: 2.5
Adduct: Bt i
Ammonium
Potassium
Proton Loss
Sodium

B 5. MS/MS Data Charge State 27T, RTVFREGDFOEBICERTS
FEREATIEZIEE TSI T,
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ED. FDR ASRELE T, AR I HBEELD EIC 100 EDZ—7 v
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D55 1 DHMAEBM). FDR DOREMEIEL Method Editor @ FDR 27T
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FDR

Mass Matching Matching Rules | Hesuhs|
Falze discoveny rate threshold (MS/MS Onby)
1.0 =

Threshald:
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[l Biomolecule Fragment Spectrum (zoomed)
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I Sequence Coverage Map: NISTmAD (Protein Digest) (74.17%) >
E | NISTmAb -
[ Show full data file name
ENIST ul_01d
ALCT i
1 DIOMTOSPSTLSASVGDRVTITCSASSR LLIYDTSELASGVPSR 95
————————————
%6 RTVAAPSVFIFPPSDEOLKSGTASVVCLLNNFYPR VDNALOSGNSOESVTEODSKDSTYSLSSTLTLSKADYERHRV 190
I—I'-
i —
131 YACEVTHOGLSSPVTESFNRGEC 213
B:HC1
1 ESGPALVEPTOTLTLTCTFSGFSLSTAGMSVGWIROPPGEALEWLAD IWWDDEKHYNPSLEDRLTISEDTSENQVVLE PADTATY 95[;
— e ——t
[ ——————
9 YCAR GPSVFPLAPSSESTSGGTAALGCLVE 190
— I ———————————————————————
191 S55LGTOTY ICNVNHE RVEPKSCDETHTCPPCPAPELLGGPSVFLFPPRPRDTLMISRTPEVTCVVVDVSHEDPEVEFNWYVDGY 285
—_ Pl
286 EVHNAEK VVSVLTVLHODWLNGEEYECE ALPAPIERTISKARGOPREPOVYTLPPSREEMTENOVSLTCLVKGEYESDT 380
fr—r —_—
—
381 EVEWESNGOPENNYKTTPPVLDSDGSFFLYSELTVDESRWOOGNVFSCSVMHEALHNHYTOKSLSLSPG 443+

10. BB AN =Ty T TMS/MS R =D EY N BRI EHRTETEY,

(53 Biomolecules: 493 found
fel 48 (2] B B
1§
General Sequence Match |
Label W RT W Height W MS/MS Count 7 Seqg Mame W Seq Loc W Tgt5eq Mass 7 Diff (Bio, ppm) 7 Sequence w FOR W Score (Bio)

Biomolecule 430 6234 177507 7
3 Biomolecule 431:  10.20% 250644 B
Biomolecule 433 9.356 38831 4
Biomolecule 434 10,232 93854 2

MISTmAL B(374-395)/D(374 25431241 112 GFYPSDIAVEWES O 7467 |
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