
 

 

 

Figure 1: The Nuclear to cytoplasmic (N/C) ratio regulates cell cycle and transcription 
(A) Cell cycle elongation and transcription activation (as illustrated by a cartoon of the knirps 
transcription pattern) are both delayed by reduction of the N/C ratio through reduction in ploidy. 
Haploid embryos undergo one additional fast cell cycle to restore the correct N/C ratio before 
cell cycle slowing, and all previous nuclear cycles (NCs) are correspondingly shortened (haploid 
NC14 is equivalent to wild-type NC13 and so on). Transcription is similarly delayed. (B) Since 
the N/C ratio affects both cell cycle and transcription it is difficult to disentangle which event is 
upstream or if both sense the N/C ratio independently. Shorter cell cycles necessarily entail less 
time for transcription within a given cycle. 
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Figure 2: Total transcriptional output depends on the N/C ratio 
(A) Representative images of total RNA output for previously categorized N/C-ratio-dependent 
gene, kni, in wild-type (WT) NC13-NC14 and haploid NC13-15. Color legend represents total 
cumulative output per nucleus per cycle (A.U.). Inset shows endogenous kni pattern and dotted 
box indicates the area under analysis. Scale bar represents 10 µm (B) Same as A except for 
previously categorized N/C-independent gene, sna. (C) Average kni-MS2 signal for all 
transcribing nuclei aligned by nuclear cycle. Haploids have shortened interphase and lower total 
transcriptional output compared to WT. Data represented as mean ± SEM. Grey boxes 
represent mitoses. (D) Same as C except for N/C-independent gene, sna. (E) kni-MS2 signal for 
all transcribing nuclei aligned by the N/C ratio. Data represented as mean ± SEM. Grey boxes 
represent mitoses. (F) Same as F except for sna. 6 WT and 4 haploid, and 4 WT and 3 haploid 
biological replicate embryos were analyzed for kni-MS2 and sna-MS2, respectively. 
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Figure 3:  The N/C ratio modulates nuclear transcriptional output through cell cycle 
duration  
(A) Schematic of different parameters that could affect transcriptional output per nucleus when 
controlled for cell cycle duration. If the transcriptional output post initiation was directly 
responsive to the N/C ratio one or more of these parameters would be changed. (B) 
Comparison of interphase duration (line plots) and kni transcription duration (boxplots) of WT 
(blue), haploid (yellow), and short-cycle-diploid (green) embryos. Line plots display interphase 
length for WT, haploid, and short-cycle-diploid embryos. Data represents mean and SEM. 
Dashed line corresponds to WT NC14 and haploid NC15 interphase length, which was not 
plotted to better highlight differences in the earlier cell cycles. Boxplots show minimum (10%), 
lower (25%), median, upper (75%), and maximum (90%) quantiles. Outliers are shown as ‘+’. 
(C) Same as B except for sna. short-cycle-diploid embryos slightly longer cell cycle duration 
compared to haploid, though comparable transcriptional windows. (D) Boxplots of total kni 
transcripts produced per nucleus for WT, short-cycle-diploid, and haploid embryos within the 
first 2.5 minutes after transcription initiation. Boxplots show minimum (10%), lower (25%), 
median, upper (75%), and maximum (90%) quantiles. Outliers are shown as ‘+’. Outliers above 
the dashed line were collapsed to preserve scaling of Y-axis. Number of outlier values over the 
cut-off are given after ‘+’.(E) Same as D except for sna. (F) Average kni-MS2 signal for all 
transcribing nuclei in haploid and short-cycle-diploid embryos. Data represent mean ± SEM. 
Grey boxes represent mitoses. (G) Same as F except for sna. 47 NC11, 184 NC12, 658 NC13, 
and 1051 NC14 nuclei from 6 replicate kni-MS2 WT embryos were analyzed. 42 NC11, 121 
NC12, 393 NC13, 755 NC14, and 1218 NC15 nuclei from 4 replicate kni-MS2 haploid embryos 
were analyzed. 25 NC11, 68 NC12, and 267 NC13 nuclei from 4 replicate kni-MS2 short-cycle-
diploid embryos were analyzed. 109 NC11, 163 NC12, 272 NC13, and 1283 NC14 nuclei from 4 
replicate sna-MS2 WT embryos were analyzed. 58 NC11, 153 NC12, 239 NC13, 375 NC14, 
and 1259 NC15 nuclei from 3 replicate sna-MS2 haploid embryos were analyzed. 146 NC11, 
175 NC12, and 139 NC13 nuclei from 4 replicate sna-MS2 short-cycle-diploid embryos were 
analyzed. 
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Figure 4: A subset of genes respond directly to the N/C ratio 
(A) Example images where active nuclei are false colored in blue or yellow for WT and haploids 
respectively. Active nuclei are defined as nuclei where the total MS2 intensity crossed a 
threshold for more than 30% of a given cycle’s duration. Scale bar represents 10 µm. (B) Same 
as A except for another previously defined N/C-dependent gene, fruhstart (frs / Z600). Unlike 
kni, the increase in the number of active nuclei for frs is delayed in haploids. (C) Plot of total 
active nuclei for kni in WT, short-cycling-diploid, and haploid embryos by cell cycle. Grey bars 
represent all nuclei in the frame, colored bars represent total actively transcribing nuclei. Data 
represented as mean ± SEM. (D) Same as C except for frs. (E) Boxplots of total frs transcripts 
produced per nucleus for WT, short-cycling-diploid, and haploid embryos in the first 2.5 minutes 
after transcription initiation. Boxplot shows minimum (10%), lower (25%), median, upper (75%), 
and maximum (90%) quantiles. Outliers are shown as ‘+’. (F) Comparison of interphase duration 
(line plots) and frs transcription duration (boxplots) of WT (blue), haploid (yellow), and short-
cycling-diploid (green) embryos.  Line plots display interphase length for WT, haploid, and short-
cycling-diploid embryos. Data represents mean ± SEM. Dashed line corresponds to NC14 and 
NC15 interphase length of WT and haploid, respectively, truncated to better highlight 
differences in the earlier cell cycles. Boxplots of frs transcription duration per nucleus. Boxplot 
shows minimum (10%), lower (25%), median, upper (75%), and maximum (90%) quantiles. 
Outliers are shown as ‘+’. Total period of active transcription scales with interphase duration. 
(G) frs-MS2 signal for all transcribing nuclei in WT, short-cycle-diploid, and haploid embryos. 
Data represented as mean ± SEM. Grey boxes represent mitoses. 23 NC11, 55 NC12, 791 
NC13, and 1921 NC14 nuclei from 5 replicate frs-MS2 WT embryos were analyzed. 10 NC11, 
17 NC12, 177 NC13, 1355 NC14, and 1510 NC15 nuclei from 4 replicate frs-MS2 haploid 
embryos were analyzed. 24 NC11, 97 NC12, and 546 NC13 nuclei from 4 replicate frs-MS2 
short-cycle-diploid embryos were analyzed. 
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