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Figure S1: Gene enrichment analysis of the identified allergyelated genes following DATA) Gene
enrichment of the identified allergglated genes followingisDAT A 6.5 predicted by Metascapelerein,
Log10(P)" is the gprvalue in log base 1@) Network of enriched terms for the identified allengyated
genes followingaigDAT A -5 predicted by Metascape. Herein, each term is represented by a circle node,
where its size is proportional to thember of input genes fall under that term, and its color represent its



cluster identity (i.e., nodes of the same color belong to the same cluster). Terms with a similarity score >
0.3 are linked by an edge (the thickness of the edge represents thatgistbre) C) Gene enrichment of

the identified allergyrelated genes followingugDATas 12z predicted by Metascap®) Network of
enriched terms for the identified allerggiated genes followingigsDAT A 55 predicted by Metascapg)
Proteinprotein interaction MCODE components for the identified alleejsited gene sets following
AlgDAT A 5.5. MCODE components were identified from the merged netwrRroteirprotein interaction
MCODE components for the identified allergslatedgene sets followingigDAT ap 122. All the protein

protein interaction network was edited using the Cytoscape software v3.9.0.
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Figure S2: Gene enrichment analysis of the identified allergyaand apoptosisrelated genes following

DAT. A) Gene enrichment of the identified allergglated genes followingigDAT A5 predicted by
ModEnrichr. Herein, Log10(P)" is thevalue in log base 1®) Gene enrichment of the identified allergy

related genes followingiysDAT a 6 12z predicted by ModErichr C) Proteinprotein interaction analysis of

the identified allergy el at ed genes with the FcoR1, FcoR2, Fc
indicates the high interaction with other proteiRsoteinprotein interaction was performed using the

STRING v11.5 database and the data was edited using the Cytoscape v3.9.0 sDjt@aree enrichment



