A. ZC3H11 RNAI, bloodstream forms B. ZC3H11 RNAI, bloodstream forms <1000 rpm C. Northern blots

10% 3o : ' : 1000 - : : :
6555 ORFs 6459 ORFs . . - PC BS
. . T _WT WT -+
1024 ol §800- T PR - ZC3H11
= B % e et oA .
= . Jin A N .. 927.11.15480
: Z 600 - AR TN A L i
T o8] Ny I i et e ) s B HSP20
3 . £4001 gl - - S s
1004 2 : s N X & . - 1.0 1.3 0.8
A XN L3 e % _
o JEIC 200 1% . y=19.5+0.9x [
o y = 76 + 0.5x R=0.87 h HSP83
104 F&- ¢ R=0.94 - L. . '
. . — — s 0 . . . . m 7SL
10 100 10 10 10 0O 200 400 600 800 1000 1009 07
WT WT<1000 D
B e
. s
D. 41°C heat shock vs. 27°C, procyclic forms E. 41°C heat shock, WT vs. ZC3H11 RNAI, 1002
procyclic forms
105 L L L L N 105 L L L L
6709 ORFs . : z 5327 ORFs
+ . E
2 4 | . L ~ 4 - L
\;10 ~g = 10 ° .
= o e . o
S -7 T -
% AT KT S 0 74
% 4 N R
S 103 5 el s : x 108+ R 3
) o bR - 8 e dge
% & X S
_GC) g 2.. % = ot )
01007 43 - 2100 i
o < oo e . 4
o fn’ L y=-25 O e y =36 + 0.79x
% - +0.92x o v =0.
10 ¥ AR Re 0.80 F ~ 404 i R=0.97 |
10 100 103 104 10° 10 100 103 10 10°
27°C ribo-minus 41°C heat shock, WT

Supplementary Figure S3

Effects of ZC3H11 depletion and heat shock on the transcriptome.

The graphs show reads per million reads for individual unique open reading frames (ORFs). All data were normalised to one set

of unique genes, according to Siegel et al. (Nucleic Acids Res. 38, 4946-57) and the most recent genome annotations. For each

plot, genes with less than 10 reads per million in either of the conditions plotted were removed.

A. Poly(A)+ mRNA was prepared from bloodstream-form trypanosomes with ZC3H11 RNAI, induced for 24h. The results were
plotted against those for wild-type bloodstream forms, as previously published (Manful et al., RNA 17, 2039-2047) but
re-normalised for the relevant gene set. The number of genes analysed is in the top left-hand corner, and a linear regression
formula at the bottom right. The pink diagonal represents perfect correlation.

B. As in (A), but only genes with less than 1000 reads per million are plotted. The linear regression line is shown in black.

C. Northern blots for bloodstream forms with and without ZC3H171 RNAI. Results from 3 different blots are shown, with quantita-
tion of the chaperone mRNAs beneath.

D. Poly(A)+ mRNA was taken from procyclic trypanosomes heated to 41°C for 1h, and compared to a dataset for rRNA-depleted
RNA from procyclic forms grown at 27°C. Previous results have shown that at steady state, there is little difference between
rRNA-depleted and poly(A)+ transcriptomes (Manful et al., RNA 17, 2039-2047). Other details are as in (A).

E. Poly(A)+ mRNA was taken from procyclic trypanosomes heated to 41°C for 1h; wild-type trypanosomes compared with
parasites with ZC3H11 RNAI. Other details as in (A).




