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IP-1: Glucose regulated protein 94 kDa/ TRA1 
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IP-2: Heat shock protein 84 kDa / HSPCB (Mod) 
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IP-3: Glucose regulated protein 78 kDa (BiP)/ HSPA5
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IP-4: dnaK-type molecular chaperone/ HSPA1 
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Voyager Spec #1=>NR(2.00)=>BC[BP = 1401.0, 25746]
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IP-5: Heat shock 70 kDa protein 2/ HSPA2
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IP-6: Heat shock 60 kDa Protein 1/ HSPD1
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IP-7: Glucose regulated protein 75 kDa/ MTHSP75 
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Voyager Spec #1=>NR(2.00)=>BC[BP = 637.6, 8393]

2309.2535

1856.9088
1808.9124

1694.8426

1473.7917

1450.7162

1361.7403

1341.6142

1123.4662

1231.6621

993.4513

978.4590

847.4190

764.3143

715.4151

1290.6810

2309.2535



IP-8: Heat shock 70 kDa protein 1-HOM/ HSP-HOM 
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IP-9: Glucose regulated protein 58 kDa/ PDIA3
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IP-10: Heat shock cognate protein 8 isoform 1, 71 kDa/ HSPA8 
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IP-11: BAG-3 
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IP-12: α-tubulin isoform 1/ TUBA1B
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IP-13: β 5-tubulin/ TUBB
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IP-14: Vimentin/ VIM
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IP-15: Cytokeratin 18/ KRT18
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IP-16: Heat shock 27kDa protein 1/ HSPB1 
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