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Figure 1: Overall workflow of thein-vitro study for the identification of allergenic and apoptasiated
proteins followingantAb ant i body tMSemalysisent and LC
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Figure 2. Gene enrichment analysis of the identified allergyand apoptosisrelated proteins following

DAT. A) Gene overlap analysis for the identified allerglated genes followingisDATass and

algDAT A p 12z predicted by Metascape. On the outside, each arc represents the identity of each gene list,
using the same color code. On the inside, each arc refgesgane list, where each gene member of that

list is assigned a spot on the arc. Dark orange color represents the genes that are shared by multiple lists
and light orange color represents genes that are unique to that geBeHisat map of thgene ariched

termfor the identified allergyrelated genes followingigDAT a -5 and aigDAT a p223. Herein,Log10(P)"

is thep-value in log base 10’ he heatmap cells are colored by theiralues, white cells indicate the lack

of enrichment for that term in the corresponding gene G3t.Proteinprotein interaction MCODE
components for the identified allergglated gene sets followinggDAT a 5-s andaigDAT a6 122z MCODE



components werilentified from the merged network. Herein, network nodes are displayed as pies. Color
code for pie sector represents a gene list and is consistent with the colors. All thegooeiminteraction
network was edited using the Cytoscape software v3[®).05ene overlap analysis for the identified
apoptosisrelated genes followingoDAT a b-s aNdapepDAT A 6 12zpredicted by MetascapE) Heat map of

the gene enribed termfor the identified poptosisrelated followingapopDAT a b-5 aNd ApopDAT A b 723 F)
Proteinprotein interaction MCODE components for the identifipo@tosisrelated gene sets following
ApopDATA b-6 andApopDATA b 123.
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Figure 3: Gene enrichment analysis of the identified allergyand apoptosisrelated proteins following

DMT. A) Gene overlap analysis for the identified allerglated genes followingigDMTa s and

algDMTa s 12z predicted by Metascape. On the outside, eachegmesents the identity of each gene list,

using the same color code. On the inside, each arc represents a gene list, where each gene member of that
list is assigned a spot on the dbark orange color represents the genes that are shared by multiple lists

and light orange color represents genes that are unique to that geBeHisat map of thgene enribed

termfor the identified allergyrelated genes followingigDMTa s andaigDMTa s 223. Herein,Log10(P)"

is thep-value in log base 10’ he heatmap cells are colored by theiralues, white cells indicate the lack

of enrichment for that term in the corresponding gene G3t.Proteirprotein interaction MCODE
components for the identified allergglated gene sets followingsDMTa p-s andaigDMTa p 122z MCODE



