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Supplement.

Table S1. Gene descriptions, gene symbols and relative log, fold changes for the 69 microarray features that were significantly different between the lowest exposure concentration (0.69 pg
1'") and the control group (ANOVA; q < 0.05) after 96 h of exposure to permethrin. Features that were significantly different from the control group are in bold. The order of the genes in the
table is the same as in the heat map.
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CUST _2580_PI428861894  PSMAI1 Proteasome subunit alpha type 1 -1.56 1.29 1.22 1.82 9.74E-03  Proteosomal breakdown
CUST _2582 PI428861894  PSMAI Proteasome subunit alpha type 1 -1.58 1.19 1.18 1.77 1.02E-02  Proteosomal breakdown
CUST _ 24424 PI1428861894 PRPF6 Pre-mRNA-processing factor 6-like -1.19  1.10 -1.07 -1.12 1.16E-02 Protein Synthesis
CUST _27697 P1428861894 EPDI Ependymin-1 precursor -2.22 -1.18  1.08 1.51 1.16E-02  Cell-Matrix adhesion; Calcium binding
CUST _2579 PI428861894  PSMAI Proteasome subunit alpha type 1 -1.55  1.18 1.13 1.78 1.16E-02  Proteosomal breakdown
CUST _4110_PI428861894  PSMB3 Proteasome subunit beta type 3 -1.48 1.30 1.17 1.83 1.19E-02  Immune response; Proteosomal breakdown
CUST _19401 PI1428861894 CDK9 Cell division protein kinase 9 -1.20  1.18 1.17 1.11 1.21E-02  Protein Synthesis
CUST _27696 _P1428861894 EPDI Ependymin-1 precursor -2.19 -136 1.09 1.49 1.27E-02  Cell-Matrix adhesion; Calcium binding
CUST _ 24688 PI1428861894 EIF1 Translation factor suil-like -1.46 1.01 1.30 1.19 1.38E-02  Protein Synthesis
CUST _2583 PI428861894  PSMAI Proteasome subunit alpha type 1 -1.62  1.07 1.11 1.52 1.77E-02  Proteosomal breakdown
CUST _2584 PI428861894  PSMAI Proteasome subunit alpha type 1 -1.63 1.12 1.14 1.50 1.88E-02  Proteosomal breakdown
CUST _ 22625 PI428861894 RRSI1 Ribosome biogenesis regulatory protein -1.24  -1.08 1.07 1.07  2.09E-02 Ribosome biogenesis
homolog
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Table S2. Summary of the number of significant microarray features that were different between

all treatment groups as determined by ANOVA followed by a Student Newman-Keuls (SNK)
post-hoc test (q < 0.05).

Control 0.69 pg I 1.37 pg I 256 pg I 484 pg I’
Control 69 430 776 1993
0.69 pg 1" 69 571 1147 2377
1.37 pg I 430 571 345 959
2.56 pg 1! 776 1147 345 401
4.84 ng 1" 1993 2377 959 401




