
Table S1. Proteins identified in the haemolymph of drone larvae (DL) and adult drones (DA) 

Origin Protein 
Accession 

(NCBI) 

Calc. 
masses 
[Da] 1 

pI 1 SP 2 
Mowse 
score  3 

Sequence 
coverage 

[%] 4 
DL Apolipophorin-I (748-3202) 66513966 273870 8.4 - 724 26 
DL Very high-density lipoprotein 110762106 175689 6.6 - 994 20 
DL Hexamerin 110 155369750 110339 6.4 16 989 34 
DL Apolipophorin-II (1-747) 66513966 83283 9.2 - 1018 35 
DL Transferrin 58585086 75760 6.6 25 971 25 
DL Hexamerin 70a 148357839 79090  6.6 21 647 40 
DL Hexamerin 70b 58585148 77048 6.6 21 974 49 
DL Hexamerin 70c 148887477 79216 8.2 19 1191 50 
DL Imaginal disc growth factor 4 66514614 46226 7.3 23 434 35 
DL Ferritin 1 110762641 15180 5.5 19 297 38 
DL Ferritin 2 66524161 23476 6.1 16 248 28 
DL Odorant binding protein 14 

(OBP 14) 
94158822 13518 5.4 16 382 44 

DA Apolipophorin isoform 1 328780884 200934 8.7 - 2097 36 
DA Vitellogenin 58585104 199406 6.3 16 1704 29 
DA α-Glucosidase II 94400901 64377 5.8 21 684 24 
DA Toll-like receptor 13 like 110755367 73990 6.1 17 696 21 
DA Hexamerin 70a 148357839 79090  6.6 21 834 50 
DA Apolipophorin-II (1-747) 66513966 83283 9.2 - 1210 44 
DA Transferrin 58585086 75760 6.6 25 468 27 
DA Prophenoloxidase 58585196 80094 6.3 - 1272 48 
DA Imaginal disc growth factor 4 66514614 46226 7.3 23 887 41 
DA Apolipophorin-III 166795901 19448 5.5 17 406 46 
DA Odorant binding protein 13 

(OBP 13) 
94158810 13222 5.6 17 924 68 

DA Odorant binding protein 14 
(OBP 14) 

94158822 13518 5.4 16 819 75 

DA Odorant binding protein 18 
(OBP 18) 

94158830 13363 4.5 16 127 15 

DA FABP-like Protein 58585214 15549 5.5 - 131 42 
DA Antennal-specific protein 3c 

(ASP 3c) 
58585106 13014 6.8 19 191 40 

 

1 Calculated masses and pI values were deduced from the Expasy/ProtParam program and refer to 
mature proteins (minus signal peptide) 

2 Predictions for signal peptides (SP) and cleavage sites were obtained with the TargetP program 

3 Protein scores are derived from ion scores. Individual ion scores > 60 indicate identity or extensive 
homology (p<0,05) 

4 The sequence coverage represents the percentage of coverage by tryptic peptides 



Table S2. Immune-responsive peptides/proteins induced in drone larvae (DL) and in adult 
drones (DA) upon bacterial challenge 

Origin Protein 
Accession 

(NCBI) 

Calc. 
masses 
(Da) 1 

pI 1 SP 2 Mowse 
score 4 

Sequence 
coverage 

[%] 5 

DL Hymenoptaecin 58585174 10286 9.9 17 
+19 3 

139 55 

DL Defensin 1 37703274 5582 8.6 19 
+24 3 

96 51 

DA Hymenoptaecin 58585174 10286 9.9 17 
+19 3 

416 86 

DA Defensin 1 37703274 5582 8.6 19 
+24 3 

145 51 

DA Carboxylesterase 1 66512983 63327 6.0 18 192 14 
DA Serine protease 110758534 43949 5.3 18 179 17 
DA IRp42 66519003 41491 9.3 - 158 23 
DA IRp30 66507096 28699 6.1 17 546 26 
DA Peptidoglycan-

recognition protein-S2 
(PGRP-S2) 

254910931 19386 8.9 19 132 21 

DA Lysozyme 2 110762162 13719 9.1 21 158 21 
DA ω-conotoxin like 

protein 1 (OCLP 1) 
110756431 6123 8.6 20 164 44 

 

1 Calculated masses and pI values were deduced from the Expasy/ProtParam program and 
refer to mature proteins (minus signal peptide or prepro-sequence) 

2 Predictions for signal peptides (SP) and cleavage sites were obtained with the TargetP 
program 

3 Prepro-sequences (Casteels-Josson et al., 1994) 

4 Protein scores are derived from ion scores. Individual ion scores >60 indicate identity or 
extensive homology (p<0,05) 

5 The sequence coverage represents the percentage of coverage by tryptic peptides 


