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Speciied Applied | Unspecified Disuffide Links
Specified Applied Links-NISTm&b

Link Name Start Postion  End Postion  Delta Mass i
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 D229 -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 i
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Enzymes: [C] Nonspecific [C] ArgC :
[C] Chymotrypsin [C] 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
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Biomolecule 430 6234 177507 7
3 Biomolecule 431:  10.20% 250644 B
Biomolecule 433 9.356 38831 4
Biomolecule 434 10,232 93854 2
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