Figure S1. Sequencing and Mapping of the 3
RNAseq libraries. Histograms show for the
number of sequenced reads obtained by
HiSeq for the 3 libraries (indicated at the
bottom of each bar. For each bar, the reads
that mapped to PEGs, rRNAs, PhiX spike
sequence or those were not ma%)ed using
95% sequence identity over 70% of of
sequence lengths (other reads) are shown
using the color code indicated in the table at
the bottom of the histogram together with
their respective numbers in the 3 libraries.
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Figure S2. Distributions of RNAseq data. Raw data (A-E) and LOESS normalized data (F-J) are represented using Log scales.
Scatter plots show the read counts obtained in control (X axes) and salt stress (A, F) or water stress (B, G) treatments for all
predicted PEGs. MA plots for salt stress (C, H) or water stress (D, I) and box plots (E, J) represent the distributions of PEG read
counts in each library (Control, salt and PEG8000).

PEGE000

000

LOESS

PEGRO00

yalt/Control)

Raw log? (&

log? (Satt/Control)

ESS

i

LOESS Log basze mean (Control &Salt

ontrol)

Raw log2 (PEGRO00/C

ontrol)

1092 (PEGS000/C

LOESS

g9,

3 p——p——— ™ e ——
0.75 150 225 300 375 450 525

RAW Log base mean (Control &PEGED00

—_—

6

00

Y Y T T Y Y T
075 150 225 300 375 450 525

LOESS Log base mean (Control &PEGS00Q

600

+

X

1l
(1}
(1}

o
") o



>

Relative abundance

O

Relative abundance

285

[Eg]
oo
o]

['E)

bt bt

= =

o] m

- =

= =

= =

=] £

m m

o 4

= 5

m —

T &

[
L N 0 T et o A T 1 T T e O O T T Y O O~ T o T o o B R ol ) R e <N B s B~ 0 B I e T - AT B WY < T < N o B o N R < e B | Do 0D M WD N DD 000D N e Ty
(¥ B o I o o T oV e T = o T T o I~ Y oY Lo O e = T~ R VI I T« I T o [ I - o o TN = T v o T M B Vo T S B o T T L I v = R T R T I | [ o Y = T T L e o T o I s o A RN o T e T e e B = A R L o T Y
T oI T~ o = S N T o B = B [N e I o T I = < 0 BN = R v T o N L I B I T o VI o N NI o T ' B~ R U o R = = R L B I I s ST ST o T V= R T L S v I« L I SR T B B N A N o]
L T T T o VI o VI o VI o o T o T ' T 0 T~ o~ S S o B 8 o IR W o R g I =] L I o B Y| L B I I T |
PEG number Mean coverage PEG Size

Relative abundance

Relative abundance

L I M ™ T T T e e O™ T T Y S T M O T e B~ 5 LI e Y = e O Y o S O B o N o T o N o ' T o A I o 5 0 B | =R o IR g N o R R v o TR o T o I B T O oV A VA e B B B L=
[V B I o o T oV I T =< R W B o oY g LA Y = R S o VI B = < Y = R Lo VI S 6 B S B T S T B ' S T < Y o N T o I = R = U 0 B s == T o 5 S Y = T S o N T o = T o~ s BN o B O o S VR e T B T o T
o< B~ Lo = SR NI T T s B o s W o M L B R Y o VI SN I o B 0 I N = I < B A R T L I BV I I T T S IR V= BT oS S I e R e e T B =1
L I T B O o VI o VI o I 0 T+ o TN 0 TN 2 B~ o~ S~ ¥ o B o T ¥ IR o BN =} — ™ L B I I I I |

PEG number Mean coverage PEG Size

Figure S3. Effect of PEG order, mean coverage or size on the Relative abundance of reads obtained in the 3 libraries Control
(Blue), Salt (Orange) PEG8000(Grey). Relative abundances obtained using raw data upon mapping onto PEGs (A-C) and upon
LOESS normalization (D-F) are represented using Surface areas 100% piled graphics. Relative abundances obtained upon
ordering PEGs according to their predicted position on the genome (A, D) their mean coverage obtained from the three libraires
(B, E) or their sizes (C,F) are shown.
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Figure S4: Comparison of the relative expression levels of selected genes by RNAseq and qPCR . The log?2 fold changes of expression in
salt treated cells as compared to the Control TY cells for the selected genes (Shown bellow bars in histogram) were calculated using the
reference genes hrcA. Individual relative expressions for the 12 genes are shown in A; the RNAseq differential expression values are
shown as blue bars and red bars bars show the mean relative log2 fold changes (Salt / Control) as analyzed by qPCR using 3 RNA
samples, and error bars correspond to standard deviations. The scatter plot (B) shows the average log2 fold changes (Salt / Control) from
the RNAseq data (X Axis ) against the mean qPCR values from three replicates on RNA samples from 3 biological replicates (Y Axis)

which was used to calculate the correlation factors (R2) indicated on the graph.



