1. Open the pLabel installation directory. Go to the ./bin/ directory. Find the modification.ini file.

IERRK > AHMEREER (C) > ProgramPFind » plabel > bin v O £ EEDbin'

= ) 2B s K

L] aa.ini 2010/4/1 17:38 EEIeH 2 KB
AniGIF.ocx 1998/12/5 7:18 ActiveX {4 168 KB
B AniGIF2.lic 2010/7/8 15:55 License 1 KB
L] enzyme.ini 2010/4/1 17:38 EEIgE 1KB
& MassConfig.exe 2010/4/1 17:38 N FRfER 112 KB
MFC71.dIl 2003/3/19 13:20 IR R 1,036 KB
mfc110.dll 2013/6/9 19:53 MFRERTTE 4,318 KB
mfc140.dll 2019/7/19 12:37 SRR R 4,646 KB
.1 modification.ini 2019/12/27 20:37 ELEIeE 153 KB
L] modify.ini 2013/11/29 14:36 mERE 145 KB
msvep71.dIl 2003/3/19 12:14 NIRRT 488 KB
msvcp110.dll 2012/11/6 2:20 NEREFT R 523 KB
msvcp140.dll 2019/7/19 12:37 NFEFEFY R 440 KB
msver71.dll 2003/2/21 20:42 IR R 340 KB
msver110.dil 2012/11/6 2:20 NIRRT R 855 KB
L] NLini 2010/4/1 17:38 EEIgE 1KB
plabel.exe 2019/12/24 19:30 RZFRER 2,588 KB
\.] pLabel.ini 2021/6/15 14:39 mEieE 1KB
PreTolerance.txt 2021/6/15 14:30 SANIRY 1 KB

2. The example of adding a custom modification
First, change the total number of modifications in the first line.
For example:
“@NUMBER_MODIFICATION=1609" to “@NUMBER_MODIFICATION=1610"
Then, add self-defined modification by imitating previous modification to the end of the file.
For example:
namel610=galactosylation[K] 1
galactosylation[K]=K NORMAL 178.047738 178.140000 0 O(1)Hex(1)

E madification.ini - D=4 EE

IR $RER(E) fETU0) EE(V) #EIH)

pyrophospha [T]=T NORMAL 159, 932662 159, 932662 1 176, 935402 176, 935402 H{ZID(EIP(L »
namel 607=gul fotamino [Y] 1

sul fotaming [T]1=Y NORMAL 94, 967714 94, 967714 0 HCLIN(L)O(3)S(1)

namel 608=thioacylPA[E] 1

I thioacylPA[K]=K NORMAL 159, 035399 159, 035399 0 H(9)C(EIN(1)0(2)5(1)
namel609=trifluorolL] 1
'trlfluclro [L]'L NORMAL 53, 971735 53. 971735 0 H(-3)F(3)

sl Lot '='1:L1‘1||11[I'] 1 - -
{]=K NORMAL 178.047738 178.140000 0 0O(1)Hex(1)
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3. Save the file and reopen pLabel.
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You can add your modification on “K” .
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Seq: GSALINDRR Mod: 6,Deamidated[N]
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NOTE:

1. Please remember to change the total number of modifications.

2. After saving the modification.ini file, you need to open the pLabel software again.



BTW:

If you're a user of pFind or pLink, you can add custom modifications using the user interface
provided by pConfig.exe. Then, copy the modification.ini file to pLabel installation ./bin/ directory.
Or, use pLink's own pLabel software directly.

@ confi

Tool

Databases Modifications | Quantifications | Enzymes | Amino Acids | Elements

Search...
Name Mass  Composition Position Sites  NeutralLoss Common
Acetyl[AnyN-term] 42.0105 H(2)C(2)O(1) Peptide N-term ABCDEF True
Acetyl[K] 42.0105 H(2)C(2)0(1) NORMAL K True
Acetyl[ProteinN-term] 42.0105 H(2)C(2)O(1) Protein N-term ABCDEF True
Amidated[AnyC-term] -0.9840 H(1)N(1)O(-1) Peptide C-term ABCDEF True
Amidated[ProteinC-term] -0.9840 H(1)N(1)O(-1) Protein C-term ABCDEF True
Ammonia-loss[AnyN-termC]  -17.026 H(-3)N(-1) Peptide N-term C True
C+12[AnyN-term] 12 c(1) Peptide N-term ABCDEF} True
Carbamidomethyl[AnyN-term] 57.0214 H(3)C(2)N(1)O(1) Peptide N-term ABCDE} True
Carbamidomethyl[C] 57.0214 H(3)C(2)N(1)O(1) NORMAL (& True
Carbamyl[AnyN-term] 43.005€ H(1)C(1)N(1)O(1) Peptide N-term ABCDEF True
Carbamyl[K] 43.005€ H(1)C(1)N(1)O(1) NORMAL K True
Carboxymethyl[C] 58.0054 H(2)C(2)0(2) NORMAL C True
Cation_Na[AnyC-term] 21.981¢ H(-1)Na(1) Peptide C-term ABCDEF True
Cation_Na[D] 21.981¢ H(-1)Na(1) NORMAL D True
Cation_NalE] 21.981¢ H(-1)Na(1) NORMAL E True
Deamidated[N] 0.98401 H(-1)N(-1)O(1) NORMAL N True
Deamidated[Q] 0.98401 H(-1)N(-1)O(1) NORMAL Q True
Dehydrated[AnyN-termC] -18.010 H(-2)O(-1) Peptide N-term C True
Dehydro|[C] -1.0078 H(-1) NORMAL C True
DiDehydro[C] -2.0156 H(-2) NORMAL C True
Dioxidation[M] 31.989¢ 0O(2) NORMAL M True =
Add
Meodification Information X

Name: |Oxidation[M]

Composition: |O(1)
Mass: |15.994915
Position: | Anywhere v
Sites:  |M
Neutral Loss: |63.998285;

Is Common: Common



