A Upregulated MB 1h-AR B Upregulated WH 1h-AR

DESeq2 Overlap NOISeq DESeq2 Overlap NOISeq
83 90 15 24 156 682
C Downregulated MB 1h-AR D Downregulated WH 1h-AR
DESeq2 Overlap NOISeq DESeq2 Overlap NOISeq
12 117 1154 55 87 553

9,

NOISeq MB-up biological process GO term Fold enrichment F NOISeq WH-up biological process GO term Fold enrichment

Negative regulation of translation 20.78 Hemolymph coagulation 11.17
Synapse assembly 13.58 Rhodopsin mediated signaling pathway 9.58
Modulation of chemical synaptic transmission 9.44 Cytoplasmic translation 8.80
Learning or memory 7.47 Antibacterial humoral response 7.29
Chemical synaptic transmission 7.18 Sensory perception of light stimulus 5.98
Axon guidance 5.50 Proton transmembrane transport 4.12
Response to abiotic stimulus 5.10 Oxidative phosphorylation 3.56
Regulation of nervous system development 5.07 Positive regulation of transport 3.22
Positive regulation of cellular biosynthetic process 4.80 Carboxylic acid metabolic process 213
Regulation of cellular component organization 4.04 Homeostatic process 2.09

NOISeq MB-down biological process GO term Fold enrichment NOISeq WH-down biological process GO term Fold enrichment

Oviposition 7.40 Muscle contraction 12.87
Nicotinamide nucleotide metabolic process 4.98 Sarcomere organization 7.51
Cytoplasmic translation 4.04 Muscle organ development 4.05
Monocarboxylic acid biosynthetic process 3.35 Actin filament organization 3.91
Fatty acid metabolic process 2.95 Axogenesis 2.56
Carbohydrate metabolic process 2.54 Behaviour 2.08
Generation of precursor metabolites and energy 2,50 Movement of cell or subcellular component 2.02
Purine ribonucleotide metabolic process 2.41 Locomotion 1.90
Oxidation-reduction process 2.06 Sexual reproduction 1.65
Cellular catbolic process 1.82 Multicellular organismal reproductive process 1.64

Figure S2: Comparison of DE results between DESeq2 and NOISeq

(A-D) Venn diagrams showing overlap of differentially expressed (DE) genes between DESeq2 and NOISeq. (A)
Upregulated MB 1h-AR (MB-up), (B) Upregulated WH 1h-AR (WH-up), (C) Downregulated MB 1h-AR (MB-down),
(D) Downregulated WH 1h-AR (WH-down). (E-H) GO enrichment analysis for biological processes from NOISeq
DE genes using PANTHER (p < 0.05, Binomial test with Bonferroni correction, minimum 5 genes, sorted by
hierarchical view). The top GO terms, heading each GO hierarchical cluster are displayed, sorted by fold enrich-
ment, for (E) MB-up, (F) WH-up, (G) MB-down, (H) WH-down.



