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Supplementary figures 25 

 26 
Figure S1. Gene organization of Tenebrio molitor IKKγ (TmIKKγ). (A) The gene is composed of a single 27 
exon (E1) represented by a coding region of 1,521 nucleotides. (B) The gene sequence (coding region) 28 
of TmIKKγ is depicted in blue (capital font).  29 
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Figure S2. Primary sequence analysis of TmIKKγ at the amino acid sequence level. (A) Multiple 31 
sequence alignment of the full-length TmIKKγ with IKKγ protein from other insects. The alignment 32 
was conducted using Clustal X (version 2.1). (B) Phylogenetic analysis of TmIKKγ with select insect 33 
IKKγ. A bootstrap consensus tree was constructed using MEGA 7 using the neighbor-joining method. 34 
The percentage of trees in which the associated taxa clustered together is shown next to the branches. 35 
The GeneBank accession numbers of the analyzed IKKγ protein sequences are as follows: DmKenny, 36 
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Drosophila melanogaster Kenny isoform A (NP_523856.2); TcIKKγ, Tribolium castaneum IKKγ 37 
(EEZ99211.1); AgIKKγ, Anoplophora glabripennis NEMO isoform X2 (XP_018567507.1); LdIKKγ; 38 
Leptinotarsa decemlineata NEMO isoform X2 (XP_023020712.1); AtIKKγ, Aethina tumida NEMO isoform 39 
X3 (XP_019868905.1); CqIKKγ, Culex quinquefasciatus NEMO (XP_001848522.1); LcIKKγ, Lucilia 40 
cuprina NEMO isoform X2 (XP_023307105.1); AalIKKγ, Aedes albopictus NEMO-like (XP_019530823.1); 41 
AaeIKKγ, Aedes aegypti NEMO (EAT35311.1); PxIKKγ, Papilio xuthus NEMO (KPI94552.1); SlIKKγ, 42 
Spodoptera litura NEMO isoform X2 (XP_022838009.1); BmIKKγ, Bombyx mori NEMO isoform X2 43 
(XP_004924233.1); BtIKKγ, Bombus terrestris NEMO isoform X2 (XP_020721792.1); AfIKKγ; Apis florea 44 
NEMO-like (XP_003694538.1), AmIKKγ, Apis mellifera NEMO (XP_001120619.2); NlIKKγ, Nilaparvata 45 
lugens NEMO (XP_022185025.1).  46 
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