
! 1!

 1!

 2!

Supplementary Information: 3!

The ubiquity and ancestry of insect doublesex 4!

 5!

Dana C. Price1,* Andrea Egizi1,2 and Dina M. Fonseca1 6!

 7!
1 – Rutgers University, Department of Entomology, New Brunswick, NJ, USA 8!
2 – Graduate Program in Ecology and Evolution, Rutgers University, New Brunswick, NJ, 9!

USA 10!

 11!

* To whom correspondence should be addressed:   12!

178 Jones Avenue 13!

New Brunswick, NJ 08901 USA 14!

d.price@rutgers.edu 15!

 16!

 17!

 18!

 19!

 20!

 21!

 22!















Supplementary Figure Captions 

 

Supplementary Figure S1.  High-confidence doublesex transcripts reported in this study.  

Highly conserved amino acid positions are in red text.  The conserved Lysine residue 

characteristic of the dsx DM domain (OD1, see Results and Discussion) is highlighted in 

yellow.  Deviations from the canonical Cys-His zinc finger motif are highlighted in blue.  

Also included are OD2-encoding singleton domains recovered for taxa that possessed a 

high-confidence EST, to illustrate evidence for putative dsx paralogy.  

 

Supplementary Figure S2.  All type-A OD1-encoding singletons recovered in our 

analyses.  Highly conserved amino acid positions are in red text.  The conserved Lysine 

residue characteristic of the Type-A dsx DM domain (OD1, see Results and Discussion) 

is highlighted in yellow.  E-values were calculated against our profile HMM using 

HMMer v3.1; asterisks indicate e-value was calculated via NCBI Conserved Domain 

Database search. 

 

Supplementary Figure S3.  All type-B OD1-encoding singletons recovered in our 

analyses.  Highly conserved amino acid positions are in red text.  The conserved 

Isoleucine residue characteristic of the Type-B dsx-like DM domain (OD1, see Results 

and Discussion) is highlighted in yellow.  E-values were calculated against our profile 

HMM using HMMer v3.1; asterisks indicate e-value was calculated via NCBI Conserved 

Domain Database search. 

 



Supplementary Figure S4.  All dimerization (OD2) domain-encoding singletons 

recovered in our analyses.  Highly conserved amino acid positions are in red text.  E-

values were calculated against our profile HMM using HMMer v3.1; asterisks indicate e-

value was calculated via NCBI Conserved Domain Database search. 

 

Supplementary Figure S5.  Alignment of both putative doublesex transcripts from each 

of the Zygentoma and Ephemeroptera species reported in this study.  The high-

confidence ESTs (black text) share similarity with each other, while the alternate motif 

(red text) segregates. 

 

Supplementary Figure S6.  De-novo assembled contigs referenced in this study. 
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