
L.	
  W.	
  Liang	
  et	
  al.	
  6	
  SI	
  

A B C

E F G H

C
.V

. (
lo

g 1
0)

0

-1

32 4
CFP expression (log10 a.u.)

Non-clustered
(no terminators)

100 1000 10000

0.1

1

 

 

 

 

 HL5086
 HL5087
 1852
 3360

Codirectional

Operon

100 1000 10000

0.1

1

 

 

 

 

 HL5086
 HL5087
 HL3573
 HL3578

C
.V

. (
lo

g 1
0)

0

-1

32 4
CFP expression (log10 a.u.)

C
.V

. (
lo

g 1
0)

0

-1

32 4
CFP expression (log10 a.u.)

Divergent

100 1000 10000

0.1

1

 

 

 

 

 HL5086
 HL5087
 3515all
 HL3546

100 1000 10000

0.1

1

 

 

 

 

 HL5086
 HL5087
 4343
 4348

C
.V

. (
lo

g 1
0)

0

-1

32 4
CFP expression (log10 a.u.)

C
.V

. (
lo

g 1
0)

0

-1

32 4
CFP expression (log10 a.u.)

D

100 1000 10000

0.1

1

 

 

 

 

 HL5086
 HL5087
 3953

100 1000 10000

0.1

1

 

 

 

 

 HL5086
 HL5087

100 1000 10000

0.1

1

 

 

 

 

 HL5086
 HL5087
 HL5113

100 1000 10000

0.1

1

 

 

 

 

 HL5086
 HL5087
 4342

C
.V

. (
lo

g 1
0)

0

-1

32 4
CFP expression (log10 a.u.)

Non-clustered

C
.V

. (
lo

g 1
0)

0

-1

32 4
CFP expression (log10 a.u.)

C
.V

. (
lo

g 1
0)

0

-1

32 4
CFP expression (log10 a.u.)

Non-coregulated, 
divergent

Non-coregulated, 
codirectional

Non-coregulated, 
non-clustered

	
  
	
  

Figure	
  S5	
  	
  	
  Gene	
  expression	
  noise	
  for	
  CFP	
  in	
  clustered	
  and	
  non-­‐clustered	
  gene	
  arrangements	
  with	
  only	
  cells	
  with	
  expression	
  within	
  2	
  S.D.	
  of	
  

the	
  mean	
  included	
  in	
  the	
  analysis.	
  (A-­‐H)	
  Each	
  panel	
  shows	
  the	
  coefficient	
  of	
  variation	
  (C.V.)	
  for	
  a	
  different	
  gene	
  arrangement.	
  Data	
  symbols	
  

indicate	
  the	
  gene	
  arrangements	
  shown	
  in	
  Figures	
  1A	
  and	
  3A.	
  In	
  addition	
  we	
  include	
  non-­‐clustered	
  genes	
  without	
  terminators	
  (maroon	
  

symbols,	
  panel	
  B).	
  Error	
  bars	
  indicate	
  the	
  s.e.m.	
  (number	
  of	
  replicates	
  is	
  stated	
  in	
  the	
  legends	
  of	
  Figures	
  1	
  and	
  3).	
  The	
  non-­‐clustered	
  gene	
  

arrangement	
  with	
  terminators	
  serves	
  as	
  a	
  reference	
  in	
  all	
  plots	
  (blue	
  shading	
  indicates	
  the	
  range	
  of	
  the	
  C.V.	
  for	
  this	
  arrangement).	
  Black	
  

dash	
  lines	
  indicate	
  the	
  upper	
  and	
  lower	
  bounds	
  of	
  the	
  C.V.	
  in	
  non-­‐clustered	
  gene	
  arrangements	
  from	
  Figure	
  4A.	
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