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Table S2. Delta orthologues in annotated arthropod genomes
Query sequences

Species Accession/identifier Gb-Dl Dm-Dl Cs-Dl1 Cs-Dl2

Hemiptera (insects with sucking mouthparts)

Acryrthosiphon pisum LSR1 XM_001943860 7.33E-152 3.57E-160 2.56E-178 8.95E-103
Rhodnius prolixus* GL546616.1 0 0 1.00E-178 8.00E-87

Hymenoptera (bees, ants and wasps)

Apis mellifera GB12464-RA 0 0 0 6.14E-125
Atta cephalotes AC18238-RA 1.78E-150 4.46E-117 1.61E-104 6.84E-31
Camponotus floridanus CFL013858-RA 0 3.27E-164 4.96E-161 2.98E-85
Harpegnathos saltator CPIJ012979 1.57E-124 4.02E-92 1.66E-88 1.09E-28
Linepithema humile* scf7180001004924 0 0 0 1.00E-103
Pogonomyrmex barbtus PB11471-RA 5.88E-160 3.13E-136 9.17E-142 1.27E-66
Nasonia vitripennis XM_001602273.1 0 0 3.41E-175 1.80E-88

Coleoptera (beetles)

Tribolium castaneum XM_964994.2 0 0 0 2.41E-133

Diptera (fruit flies and mosquitoes)

Drosophila melanogaster CG3619 0 0 0 9.49E-102
Drosophila simulans GD20120 0 0 0 2.12E-104
Drosophila sechellia GM26915 0 0 0 1.40E-105
Drosophila yakuba GE25135 0 0 0 3.98E-106
Drosophila erecta GG16063 0 0 0 1.67E-104
Drosophila ananassae GF18467 0 0 0 5.29E-106
Drosophila willistoni GK13480 0 0 0 1.33E-103
Drosophila pseudoobscura GA17563 0 0 0 6.79E-96
Drosophila virilis GJ24543 0 0 0 2.41E-133
Drosophila grimshawi GH22392 0 0 0 9.58E-112
Drosophila mojavensis GI24477 0 0 0 7.25E-116
Drosophila persimilis GL11971 0 0 0 6.68E-96
Aedes aegypti AAEL011396-RA 0 0 0 2.67E-84
Anopheles gambiae AGAP010265-RA 0 0 0 2.67E-84
Culex quinquefasciatus* CpipQ1:supercont3.1585:1:55244:1 0 0 0 8.00E-88

Phthiraptera (lice)

Pediculus humanus PHUM290740-RA 0 0 0 4.91E-109

Leipdoptera (butterflies and moths)

Bombyx mori NM_001163899 0 0 0 2.15E-110

Chelicerata (spiders, scorpions, mites)

Ixodes scapularis ISCW013622-RA 2.62E-170 3.22E-170 0 8.96E-128

Branchiopoda (water fleas, fairy shrimp and clam shrimp)

Daphnia pulex hxAUG26us131g207t1 0 0 0 2.00E-98
Full-length Delta sequences from Drosophila melanogaster (Dm-Dl, CG3619), Gryllus bimaculatus (Gb-Dl, this study, JF339971) and Cupiennius salei Delta 1 (Cs-Dl1,
AJ507289.1) and Delta 2 (Cs-Dl2, AJ507290) were used as queries for these searches using TBLASTN. For all genomes examined, the top BLAST hit was a Delta
orthologue, which was the only sequence to satisfy the reciprocal top BLAST hit requirement. E-values for the reciprocal BLAST with each query are shown, except for
those species indicated with an asterisk, for which no annotated transcripts are available but which did contain a single unannotated Delta orthologue. Ordinal level
classifications are shown for insects since there are several insect genomes available. An E-value of 0 indicates that it is less than E-200.


