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Position on the New Zealand PSA3 Genome
(Pandemic, ICMP18708)
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Supplementary Figure 1. The distribution of identified pseudomonad AIMS: left panel New Zealand Psa3, right panel Japan PsaT
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Supplementary Figure 2. The two plasmids from ICMP9853, Psa1.
(Upper panel) p9853-A and (Lower panel) p9853-B. Open reading frames coloured in grey are from

mobile elements. In p9853-A there are two ISPsy31, an ISPsy2 and two Tn3-family elements: ISPsy39

and an interrupted TnAs1-like element. In p9853-B there are three ISPsy31, an ISPsy39, a ISPsy2 and
other, interrupted IS fragments.
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Supplementary Figure 3. The plasmid present in the New Zealand Psa3 genome, p18708;
Genbank accession CP012180. Open reading frames coloured in grey are from mobile elements.
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Supplementary Figure 4. The distribution and type of restriction modification
systems and DNA methylases in Psa1 (left) and Psa3 (right). Figures adapted
from Rebase, http://rebase.neb.com/rebase/rebcit.html
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Supplementary Figure 5. Comparison of the sequence at 89877 to 98609 of the ICMP 18708 (Psa3) genome with the homologous

region in the ICMP9853 (Psa1) genome. The cystathionine gamma synthase gene (93414-95312) shows 68 SNPs (vertical gold lines)
whereas surrounding genes contain few or no SNPs.



‘. - = a...c -‘ -Q . “
SUIE G5 L AR B IANIIE T W Ae anmed g
. . »

L Tt - L . . L] LE
= e e < e el Mo W te | o O v
- bﬂ-- ﬂ . o'- . Js-‘ .‘1.-.... ubt.- . -. -’\ . e -
T awam e~ 2 R e Yt ine taS e
s ol (o o wwile -
"““ - - L - . - - .
. §1 l. L B R R LR ...I -t
DL AL - g e e ° ¢ o - .. 3
etV e AR TR e e T T Ve
LR A LR LA ) R L LN LR S e g e .
io_ b 2 17 oe A R A
isizs Riwid W B Biw
e ® 1 40, , We om ,ue N se o, 40 o+ mo o
' . »

B R
e e

. 288,

P SoP o

Cr—

Ll A

— -~

P
e d Tewe

S o

R adiaand
. "t

P UL U LT LU

@ T si s iitaMee A Yy tagina sl N R
- e .o -
%2 L. e - * saee
. 4 e - . . . .
LRI L U L TR P S T S AL
. -
. ] ]
‘e e = p . e s " s "Heem
. - ae . e e .

.
" el B L TRA L P N
- L I I

o 4 oy

-

LR
LA L -
“

-

. .

D

-

- e
.

- o

.-

B
e

P’

EE JEE TR

ehiRgice

d L BEEE . - LA L - . e
PRI . .
$
. e sames oo ‘ ems sme s oe -
PR . foa P
o0 . ’ A
. . v o2 . o .
. 8280 s ton Ry gt B
. » . .
M
. » . -
i -t wme o op im0
- . A A ] f- - - . L - . s o
HE Sl . H -
0
4 "
. . L A ’ ’ | aiX
e . . . - b
. R B U .. - - LR e - - ad
L ... - - - a0 . e
.
o - - . 4
- P L R R e I
. .
P s 40 24 ww o 0 e e o o0 som .
ene sn s S st e sme ere rew »
. . P » L] L LI -r
ve
- e .o v « .
e (o ee e . . ’ A
. B R T . 0w e
- Nave sVt e e L W EE AL .
. - . ‘. .

(g 9) swouab gesd anug

Psa3 genome, bases 1-1000000

Supplementary Figure 6. Result of a BLASTN alignment of the first 1,000,000 bp of the assembled genome of ICMP18708 (Psa3)

(x-axis) plotted against the complete ICMP18708 genome (y-axis), illustrating the abundance of repeated elements in the genome.



