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=EMRATEE LCMS-8040

1.2 %55
RENHE A 490 mL K. 1 mL ZH5% 0.5 mL B
BRE. BiS.
TRENE B: 4% 50 mL 7K. 450 mL ZfEXK 0.5 mL FH
BRE. B
R owh MH C-A: B T Ab I Kit B “Wash Solution
Concentrate” IIEIGEARHR, N1 LAKFEMESR . Ao
WA REBERNMEET. BN
7 ah 18 C-B: B T Ab IE Kit H “Digest Buffer
Concentrate” ANE|HEAAH, S0 500 mL 7KF0 20 mL
FRABEFTNMRE. B, IIZKE 900 mL, JF%E pH

BEZE 8.4( TJiEXSEE: 7.9-84), BB ERT,
IKERE 1 L, BERFSREBERSNBRT.
S
R EIHE C-D: B 7 4h IE Kit F “Re-equilibration
Concentrate” JREEEARF, A0 600 mL 7KF] 250 mL
FABEZTREES. B, BRITERTD, IKE
BE 1L, BEFSREZBERNERP . S
A Insulin xR £ . S0 A 10 mg Insulin F /) i
B, N1 mLEFNAEA, ABIEA stock & o
BYX 50 uL A9 stock 78 #& #1 4.95 mL “Digest Buffer
Concentrate” FE/NREHIRE. RBYF/M 1 mLFRK
2 1.5 mL HESERT,
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1.3 DB ER
1.3.1 Rouk

LCMSMS-180

{# FH Labsolution V5.65, Bt Instrument 001 4 Perfinity iDP, Instrument 002 J MS-8040 ( MS Only ) ,
1.3.2 ] Perfinity iDP 3% 1550403 1 Frimo

2 1 Perfinity iDP £:3%

Digestion Time

4 min

Reversed Phase Column Diameter

2.1 mm

Reversed Phase Column Length

100 mm

Reversed Phase Flow Rate

0.5 mL/min

Reversed Phase Initial

10% B

Reversed Phase Final

50% B

Gradient Length

5 min

Oven Temperature

40

1.3.3 H Perfinity iDP 3 {HIREHLFER, WFE 2.

22 Perfinity iDP #t 3

Method

Sample Name

File Name

Vial Inj. Vol

Select the method saved in|

the previous step

Duta-01

Data-01

-1 50

Select the method saved in|

the previous step

Data-02

Data-02

-1 50

Select the method saved in|

the previous step

Data-03

Data-03

1.3.4 B FUETIEMSE 3 FRo

I3 BIETTE

Type

Event# +/-

Compound Name m/z

Q3 Scan

150:1500

|- Product Ion Scan

>150:1500

|- Product Ion Scan

>150:1500

|- Product Ion Scan

E NN VST N\

|+ ]+

>150:1500

1.3.5 #x7 MS only #tFRIZFE 4 Fro=o

3= 4 MS only L&

Method

Sample Name

File Name

Vial Inj. Vol

Select the method saved in

the previous step

Data-01

Data-01

-1 50

Select the method saved in

the previous step

Data-02

Data-02

-1 50

Select the method saved in

the previous step

Data-03

Data-03
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1.3.6 123 MS only #t3&.
1.3.7 #4147 Perfinity iDP #t3,

B &£Ritie
KIeLERE 1 F0E 2 Arir, RBEIREE Hitp://www.expasy.org, FF Insulin #§ Trypsin BV FUE DB EINGE
BaNE 3 Frir. FUEER R Insulin FIEEYI =¥ Bk A S 2 A ~=4), Hr GFFYTPK KA Mass (B2 430.2211,
SCISZEER Peak 1 fY m/z 430 5EHFS, 15488 Peak 1 fY m/z 430 5 Insulin GFFYTPK f§ [M+2H]2+ 3tRz, 0 Peak 1 £Y
m/z 859 5 Insulin GFFYTPK K [M+H]+ XK, IRIEEIREIERER, Insulin B2 FEEIN A — =40 [M+2H]2+

A m/z 25 2426.1119, HTFHBERENIMASEE, FERZILFYNHELZBENE, SuXBERBREYI~Y
GFFYTPK KA

Vl

&l 1 72 E5 1] Insulin(LCMS-8040)

Tnten. (x10,000.,000)
2.0 430

839

0.5

0.0

* ] * * * * ] * * * * ] * * * * [l * * * * [l * * * *
250 500 750 1000 1250 mz

& 2 & 1 # Peak 1 B3 MS &



~J =B
u.u?l 1=
SHIMADZU

Excellence in Science

LCMSMS-180

The entered sequence is:

10 20 a0 an 50
GIVEQCCTST CSLYQLENYC NFVNQHLCGS HLVEALYLVC GERGFFYTPE T

The selected enzyme is: Trypsin

Maximum number of missed cleavages (MC): 0
All cysteines in reduced form.

Methionines have not been oxidized.

Displaying peptides with a mass bigger than 500 Dalton.

Using monoisotopic masses of the occurring amino acid residues and giving peptide masses as [M+2H]2*,

The peptide masses from your sequence are:

[Theoretical pl: 5.39 / Mw (average mass): 5795.65 / Mw (monoisotopic mass): 5791.67]

mass  position #MC modifications peptide sequence
24261119 143 0 GIVEQCCTSICSLYQLENYC NFVNQHLCGSHLVEALYLVC GER
4302211 4450 0 GFFYTPK

98.0% of sequence covered (you may modify the input parameters to display also peptides < 500 Da or = 100000000000 Da):

10 20 30 40 50
GIVEQCCTSI CSLYQLENYC NFVNQHLCGS HLVEALYLVC GERGFFYTPK t

3 ERHIEFET Insulin # Trypsin B U1 FUE 415 2
B Zip

AN R A LB VIR EIE(Y Perfinity iDP MI=FMARAFFUEN ARB R #H1TT M7, BRINERTIEL
B, ATEATERARAFNHRREERT -T2 FR.

[ BN ARARFRZFFHL

EBmEBEKETOS LTER LiEHEIE: 021-22013542 http://www.shimadzu.com.cn



