
Supplementary Figure 1. Phylogenetic tree of sequences of the four dengue virus 
serotypes. A) Circular tree (genetic distance model- Tamura-Nei) method Neighbor-joining. 
We present the genetic relationships between the four dengue virus serotypes using isolated 
sequences obtained in Mexico or USA. The study incorporates isolates from DV4 patients 
and the reference strain of DV2 New Guinea (Fj390389.1). Additionally, a matrix of distances 
B) between the four serotypes of dengue virus is displayed, highlighting a genetic distance 
of 66% between DV2 and DV4. 



 
 

 
 

Supplementary Figure 2. Kinetics of C6/36 cell infection with dengue virus serotypes 
2 and 4. The graph shows on the Y axis the number of copies of viral RNA/ml. detected in 
the supernatant of C6/36 cells infected with dengue virus serotypes 2 (DV2) and 4 (DV4), 
while the X axis shows the time points at which each of the supernatants of these infected 
cells were collected. The first two bars at each time point correspond to infection with DV2 
in active state (red color) and in state exposed to UV light for 3 hours (green color). The third 
bar at each time point (blue) corresponds to the infection made in C6/36 cells infected with 
DV4 in the active state, while the bar in yellow represents the supernatant of C6/36 cells 
exposed to DV4 that was previously irradiated with UV light. C6/36 cell infection data were 
analyzed by applying a 2-way ANOVA of multiple comparisons of Tukey. The statistical test 
was subject to a value of p<0.05 for a significant difference. The data were analyzed and 
plotted in the GraphPad Prism version 6.1 program. 
 
 
 



 

 
 
Supplementary Figure 3. Body measurements of 5 pupae per sex. The width and length 
of the pupae were measured with the help of the ImageJ program, using a 10 mm scale as 
a reference.  
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Supplementary Figure 4. Wing length of 30 individuals for each of the treatments, showing 
significant differences between the UnPrDV2active group and the rest of the groups. P-
values represent the statistical significance based on Tukey's Multiple Comparison Test (*p< 
0.01; **p< 0.001). 
 
 



 
 

 
Supplementary Figure 5. Analysis of Viral load of DV in progeny (F1), at one and five days 
post-infection (dpi) with DV2. P-values represent the statistical significance based on 
Tukey's Multiple Comparison Test (*p< 0.01; ***p< 0.0001). 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 



 
 

 

 
Supplementary Figure 6. Analysis of A) Viral load of DV and B) Relative expression of 
antiviral immune response genes [siRNA: Argonaute (AGO2), Dicer 2 (DCR2) and R2D2] in 
progeny (F1) per treatment, at five days post-infection (dpi) with DV serotype 2 (DV2) and 4 
(DV4). PrHm (priming-mothers with DVinactive and challenged with DVactive with the same 
serotype); PrHt (priming-mothers with DVinactive and challenged with DVactive with 
different serotypes); UnPr-DVactive (not priming-mothers with DVinactive, but challenged 
with DVactive for each serotype, respectively); DV2 (infection control with dengue virus 
serotype 2); DV4 (infection control with dengue virus serotype 4) and Ctrl (mothers that have 
never been exposed with DV). P-values represent the statistical significance based on 
Mann-Whitney U test; different letters represent significant values (p<0.05), while equal 
letters are non-significant values. 
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Supplementary Figure 7. A) Principal Analysis Components (PCA), B) Correlation matrix 
by treatment blue negative correlation, red positive correlation. P-values represent the 
statistical significance based on the Chi-square X2 test (*p< 0.01). In the table, in red, we 
show the correlation between immune factors and biological factors. 
    
 
 
 


