
Supplementary Table S1. Described An. gambiae cell lines and their origin (A. gambiae 
strain and tissue). 

Name Origin Reference 

Mos. 55 Unknown strain neonate larvae Marhoul and Pudney 1972 
LSTM-AG-55 Unknown strain neonate larvae Pudney et al. 1979 
4a-2 4a r/r neonate larvae Müller et al. 1999; Vizioli et al. 2000 
4a-2s4 4a r/r neonate larvae Müller et al. 1999; Knecht et al. 2003 
4A-3A 4a r/r neonate larvae Müller et al. 1999 
4A-3B 4a r/r neonate larvae Müller et al. 1999 
L3-5 L3-5 neonate larvae Müller et al. 1999; Vizioli et al. 2000 
L3-5-5 L3-5 neonate larvae Müller et al. 1999; Knecht et al. 2003 
Sua1B Suakoko 2La neonate larvae Dimopoulos et al. 1997 
Sua1.1 Suakoko 2La neonate larvae Müller et al. 1999; Knecht et al. 2003 
Sua 4.0 Suakoko 2La neonate larvae Müller et al. 1999; Catteruccia et al. 2000 
Sua5.1 Suakoko 2La neonate larvae Müller et al. 1999; Catteruccia et al. 2000 
Sua5B1 Suakoko 2La neonate larvae Müller et al. 1999; Rasgon et al. 2006 

1Split from Sua1B cell line. 
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Suppmentary Table S2. Summary of RNA-seq data.  

Sample Total reads Uniquely mapped % Uniquely 
mapped 

AgMM_1 75,030,521 68,854,029 91.77 
AgMM_2 75,132,798 68,901,217 91.71 
AgMM_3 66,837,874 61,482,139 91.98 
Sua_1 87,328,202 77,839,152 89.13 
Sua_2 79,253,031 70,918,700 89.48 
Sua_3 102,483,285 91,286,442 89.07 

  



 

Supplementary Table S3. GO overrepresentation analysis of top 250 genes (ranked by 
expression level) in the AgMM cells and lacking expression in the Sua5.1 cells.  

GO ID Term Reference Observed Expected FDR 

Cellular Component 
GO:0031941 filamentous actin  3 3 0.09 1.78E-02 
GO:0030017 sarcomere  10 4 0.3 2.10E-02 
GO:0005884 actin filament 12 4 0.37 3.51E-02 
GO:0030016 myofibril  13 4 0.4 4.33E-02 
GO:0030312 external encapsulating structure 17 5 0.52 1.58E-02 
GO:0031012 extracellular matrix  17 5 0.52 1.51E-02 
GO:0005615 extracellular space  72 14 2.19 1.77E-05 
GO:0005576 extracellular region  118 21 3.59 5.92E-08 

Biological Process 
GO:0006032 chitin catabolic process 10 6 0.3 1.49E-03 
GO:0006030 chitin metabolic process 10 6 0.3 1.35E-03 
GO:0006026 aminoglycan catabolic process 13 7 0.4 9.45E-04 

GO:1901072 
glucosamine-containing compound  
catabolic process 

12 6 0.37 2.35E-03 

GO:1901071 
glucosamine-containing compound  
metabolic process 

12 6 0.37 2.19E-03 

GO:0046348 amino sugar catabolic process 13 6 0.4 2.93E-03 
GO:0006040 amino sugar metabolic process 15 6 0.46 4.70E-03 
GO:0006022 aminoglycan metabolic process 19 7 0.58 2.13E-03 

GO:1901136 
carbohydrate derivative catabolic 
process 

29 7 0.88 1.24E-02 

GO:0030036 actin cytoskeleton organization 48 8 1.46 2.89E-02 
GO:0030029 actin filament-based process 49 8 1.49 3.17E-02 

Molecular Function 
GO:0008061 chitin binding 13 6 0.4 2.31E-02 
GO:0004252 serine-type endopeptidase activity 41 8 1.25 3.77E-02 
GO:0008236 serine-type peptidase activity 46 8 1.4 5.12E-02 
GO:0017171 serine hydrolase activity 46 8 1.4 4.39E-02 

 
 



 

Supplementary Table S4. GO overrepresentation analysis of top 118 genes (ranked by 
expression level; cutoff: 1 TPM) in the Sua5.1 cells and lacking expression in the AgMM 
cells.  

 

GO ID Term Reference Observed Expected FDR 

Cellular Component 

GO:0043025 neuronal cell body 8 3 0.13 4.88E-02 

GO:0044297 cell body 8 3 0.13 4.47E-02 

Biological Process 

GO:0019521 D-gluconate metabolic process 6 4 0.1 4.90E-03 

GO:0019520 aldonic acid metabolic process 6 4 0.1 4.41E-03 

GO:0046177 D-gluconate catabolic process 6 4 0.1 4.01E-03 

GO:0046176 aldonic acid catabolic process 6 4 0.1 3.67E-03 

GO:0009051 
pentose-phosphate shunt, oxidative 
branch 

7 4 0.11 5.26E-03 

GO:0007606 sensory perception of chemical stimulus 12 6 0.19 7.98E-04 

GO:0006098 pentose-phosphate shunt 15 6 0.24 1.12E-03 

GO:0051156 glucose 6-phosphate metabolic process 16 6 0.26 1.02E-03 

GO:0006740 NADPH regeneration 16 6 0.26 7.63E-04 

GO:0007600 sensory perception 17 6 0.27 8.16E-04 

GO:0006739 NADP metabolic process 19 6 0.31 1.16E-03 

GO:0050877 nervous system process 20 6 0.32 1.28E-03 

GO:0003008 system process 21 6 0.34 1.42E-03 

GO:0044275 cellular carbohydrate catabolic process 14 4 0.23 4.17E-02 

Molecular Function 

GO:0004616 
phosphogluconate dehydrogenase 
(decarboxylating) activity 

10 6 0.16 1.72E-04 

GO:0016616 
oxidoreductase activity, acting on the 
CH-OH group of donors, NAD or NADP 
as acceptor 

51 7 0.82 2.80E-02 

GO:0016614 
oxidoreductase activity, acting on CH-
OH group of donors 

57 7 0.92 3.57E-02 

 


