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Grundmann et al. 2010 PLoS Med 7(1): e1000215.
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FIG 1 Phylogenetic relationship of the invasive S. aureus population circulating in Europe in 2006. A rooted neighbor-joining tree based on 235,226
genomewide core SNPs is shown. Lineages are highlighted and named according to the corresponding CC or ST.

Aanensen et al, 2016. Mbio 7(3):e00444-16
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PREDICCIONES DE RESISTENCIA A

®
S CGPS ANTIMICROBIANOS

TABLE 2 Comparison of antibiotic resistances predicted by in silico and SRL test results against the EDL reference

No. of SRL vs EDL No. of in silico vs
No. of in silico predictions vs EDL results results® EDL results®
False False
Antibiotic Total Traits positive negative Discordant % Concordance Total Discordant % Concordance Total Discordant 9% Concordance
Penicillin 308 269 4 3 7 97.73 131 7 94.66 308 7 97.73
Cefoxitin 308 123 3 1 - 98.70 216 3 98.61 308 4 98.70
Ciprofloxacin 308 122 2 3 5 98.38 219 4 98.17 308 5 98.38
Moxifloxacin 308 118 2 0 2 99.35
Amikacin 308 71 21 2 23 92.53
Gentamicin 308 29 0 0 0 100.00 243 1 99.59 308 0 100.00
Tobramycin 308 77 7 0 7 97.73 79 1 98.73 308 7 97.73
Erythromycin 308 105 5 3 8 97.40 260 8 96.92 308 8 97.40
Clindamycin 308 95 3 2 5 98.38 172 10 94.19 308 5 98.38
Tetracycline 308 21 1 0 1 99.68 133 1 99.25 308 1 99.68
Tigecycline 308 0 0 3 3 99.03
Fusidic acid 308 14 1 0 1 99.68 175 5 97.14 308 1 99.68
Linezolid 308 0 0 0 0 100.00 194 1 99.48 308 0 100.00
Mupirocin 308 9 0 5 5 98.38
Rifampin 308 12 1 0 1 99.68 225 4 98.22 308 1 99.68
Trimethoprim 308 10 0 0 0 100.00
Teicoplanin 120 0 0 3 3 97.50 87 3 96.55 120 3 97.50
Vancomycin 120 0 0 0 0 100.00 118 1 99.15 120 0 100.00
Daptomycin 120 0 0 0 0 100.00
Total 5,288 1,075 50 25 75 98.58 2,252 49 97.82 3,628 42 98.84

@ Only results for antibiotics tested by SRLs were compared.

Aanensen et al, 2016. Mbio 7(3):e00444-16
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pERS826773.6133_1_3.1

AATGTAGGAAAAACAGCATTTTCATTTCGCCATTTTCCTACATTTTATAACCGCCATTTA

CAAAACTACTTTGCTGTAAAATACAGCGATGATGGTGAAAACATAGATGCATATATTTTA .
CGTGAAACATTAGTTGATAATAACTAAAATAAAGATGTATTACTAAACAAATTTTCAAAA

ATAAAAARATGAGCCACATCCAATCTTACTAATTAGGGTGTGGCTCATTTTTAAGTTTTA g I e e I R
CGATCCAAATCAAATATGGATAAAATTCGTATTAACGCTCTACAATGTTAATGACTTCAC

CAGTATATGCATCTGCATAAAAATCATAATGAATATTTTGACCATTTTTAATAGTTGTAA

TTCCACCTTGATAAACTAAACGGTATTTATCAGTTTCAGGATGAACGAATGGTTCATAAA

CGATATATGAGCCTTTGACATTCATAAAATATGATTTTACTTCATTAAGTACTTTAACGG

GATTATAGCGTTTACGATTAATAAATTGGATGATTGAAATGGTAGAAATAATTACAATGG

CTACTGCAATTATTGTTGGAATTATATATTTCAGTTTAGTCATCATTTAAGCTCCCTTGA .

TTTCAAATTCATATCATTAGTTTACCATATTGAAGATGATATAATAACTTATAAGGAGTG G enomic D at a M et ad d at d
AGAACTTTTATGAACATAAATAAAAAAGTAACATTACAACGAATTCAAACTTTAACTGAG

CTTCATGGGGCACCAGGTTTTGAAGAAGAAGTAAAAAAT TATATGACTCAGCAAATGGCG

CCGTACGTAGATGAATTTATTGAAAATCGTATGGGTGGATTTTTTGGTGTGAAAARATCT

AAAAATCCAAATGCAAAACGTGTAATGATTGCAGCACATATGGATGAAATCGGA ATG mi he i i n i ir i
Genomic data should be in multi-FASTA format with one o Metadata should be provided in CSV format with the

ATTACAAATATCACTAAAAATGGAATGATTCAATTCACAAA ‘AGGTGGTGTTGCAAA n ! t p l ! Itl f r t wit f t t u Vi n Vf T twith tf

GATATTTGGCAAGGACAACGCTTAGTAATTAAAAATAGAAATGGCGATAAAATTATCGG the fOHOWI’]g extensions: extension .csv.

GTTGTTTCTAATATACCTAAACATTTTCGTACTGGTAGTGAAGGTGCACCGGAAATTAAA
GATTTAACATTAGATATAGGTGCTCAAAATGAAGATGAGGTGCGTGAGCGCGGAATAGAT
ATAGGAGATACAATTGTACCTCACACGCCATTCACACAGTTATCTGAACATCGATATAGT . . ; .
GCTAAAGCATGGGATAATCCTTATGGTTTGTCTTGGCAATTGAAATACTAGAATTATTA fa, fas, .fna, .ffn, .faa, .frn, .fasta, .genome, .contig, .dna Files should contain a column filename containing the names
AAAGATATAGAATTAGATGTAGACTTGTATGTTGGCGCAAATGTTCAAGAAGAGGTTGGA

TTACGAGGTGCGAAAGCATCTGCAGAGATGATAGACCCAGACGTTGCATTTGTAGTCGAT

of genome files uploaded at the same time.
e e Please ensure that there is one file per genome.

Favorites Name To make full use of metadata, we strongly recommend
1 including the following columns:
All My Files B Metadata.csv Settlngs
| 6133 184 contigs_velvetta madaw- - 0 . ®Metedata ~ @
/F\\ iCloud Drive [~ | 4430_2#5.contigs_velvet.fa Insert  Pagelayout Formulas Data Review View &+ Share
e W 4430_2#2.contigs_velvet.fa " X cut Calibri (Body) +|[12 +| As Ax = = _| - 55 Wrap Text General e . dm.mx . S Z Autosum Ag-
) Copy * P # " L o @) Fill » z
H v v v v =|=|=|le=|o= Merge & Center = v 9 e i
@ AirDrop M 4415_3#6.contigs_velvet.fa Peste o cormat | BT | W |7)|EH A = = = = 9= 9 S % )% 2% e e el o ey e
H 4415_3#4 contigs_velvet.fa D11 - fx Berlin
o L ;
:/A,: Applications M 4386_8#11.contigs_velvet.fa A B c D E 3 G H | ] K L
B 4386_8#1.contigs_velvet.fa 1 Filename DisplayName Country City Latitude Longitude  ERS Number spa SCCMec source HosCom mrsa
@ Desktop W 4386_7#12.contigs_velvet.fa 2 |4386_6#4.contigs_velvet.fa 114 DE_22  Germany Berlin 52.52348  13.41149 ERS026796 t032 IVh BC co 1
h 3 4386_6#3.contigs_velvet.fa 112 _DE_22  Germany Berlin 52.52348  13.41149 ERS026797 t032 IVh BC HA 1
e - 4386_7#11.cont!gs_velvet.fa 4 4386_74#1.contigs_velvetfa 111 DE_22  Germany Berlin 5252348  13.41149 ERS026800 t032 IVh BC HA 1
I W 4386_7#10.contigs_velvet.fa 5 4386_7#11.contigs_velvet.fa 113 DE_22  Germany Kiel 5432269  10.13586 ERS026801 t032 IVh BC 1
M 4386_7#2.contigs_velvet.fa 6 4386_7#2.contigs_velvet.fa 118 _DE_22  Germany Hannover 52.37207  9.735686 ERS026810 t032 IVh BC HA 1
0 Downloads B 4386_7#1.contigs_velvet.fa 7 4386_7#12.contigs_velvet.fa 119 DE_22  Germany Kiel 5432269  10.13586 ERS026811 t1956 IVh PF 1
a2 4386_6#4 o | . 8 4386_8#1.contigs_velvet.fa 115_DE_22 Germany FRANKFURTAND 52.34715  14.55047 ERS026812 t032 IVh BC 1
@ sal5 6#4.contigs_velvet.fa 9 4386_8#11.contigs_velvetfa 117_DE_22  Germany Magdeburg 5213095  11.6367 ERS026823 032 IVh BC HA 1
M 4386_6#3.contigs_velvet.fa 10 4430_2#5.contigs_velvet.fa 116_DE_22  Germany Hannover 52.37207  9.735686 ERS026831 t032 IVh BC HA 1
11 4430_2#2.contigs_velvet.fa 110_DE_22  Germany Berlin | 52,518  13.38229 ERS026834 032 IVh BC co 1
12 4415_3#6.contigs_velvet.fa 109_UK_22  United Kingdom Bristol 51.45531 -2.591902 ERS027070 t1612 IVh BC 1
13 4415_3#4.contigs_velvet.fa 108 UK_22  United Kingdom Crewe 53.09505 -2.441767 ERS027072 032 IVh BC 1
14 6133_1#3.contigs_velvet.fa 101_FR_2877 France CLAMART 487991  2.262465 ERS026773 t2062 PF HA 0
15 4386_7#10.contigs_velvet.fa 95_DE_22 Germany Kiel 5432269  10.13586 ERS026802 12183 BC 0

16
17



ANALISIS DE GENOMAS

o
CGPS COMPLETOS EN WGSA

o q COLLECTIONS GENOMES UPLOAD DOCUMENTATION CONTACT
@ ~ WGSA
NEW UPLOAD PREVIOUS UPLOADS Uploaded: 11/22/2017, 5:16:50 PM
Progress Analysis

Analysis complete 2

Organisms

Il Staphylococcus aureus: 14
AMR v/
cgMLST v/
Metrics v/
MLST v/




*CGPS

-4 " wasa

Q Search

# WGSA Organism v
H Species v
& Genus v
## Ssequence Type v
K Resistance v
@ Country v
® Type v
© Uploaded At A
@ Today 13:18

0 Today 10:28

° Today 09:27

@ Yesterday 12:18

@ Yesterday 12:02

@ Yesterday 12:00

CLEAR FILTERS

11
Tir

OO0 o0 o0oo0o0oo0oo oo oo oolo

ANALISIS DE GENOMAS

COMPLETOS EN WGSA

COLLECTIONS

Om Map | Stats | Viewing 14 of 24191 genomes

Name

110_DE_22

113 _DE_22

101_FR 2877

116_DE_22

115 DE_22

109_UK_22

95_DE_22

111_DE_22

114 _DE_22

108 _UK_22

117 _DE_22

119_DE_22

118 _DE_22

112 _DE_22

Organism

Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus

Staphylococcus aureus

GENOMES

UPLOAD

DOCUMENTATION CONTACT

0  Create Collection  Download

ST

22
22
2877
22
22
22
22
22
22
22
22
22
22

22



ANALISIS DE GENOMAS
COMPLETOS EN WGSA

(] 110_DE_22

OVERVIEW METADATA METRICS AMR ORGANISM

Organism Sequence Type

Staphylococcus aureus

Country
MET, PEN, CIP Germany

Uploaded

22 Nov 2017 17:16




*CGPS

3 " wasa

Q Search

# WGSA Organism v
# Species v
& Genus v
## Ssequence Type v
K Resistance v
@ country v
® Type v
© Uploaded At A
Q Today 13:18

0 Today 10:28

o Today 09:27

@ Yesterday 12:18

@ Yesterday 12:02

@ Yesterday 12:00

CLEARFILTERS

(< I < B < B < B < B < B < NN < NN < BN < NN < BRI < B < NI < IR < B

ANALISIS DE GENOMAS

COMPLETOS EN WGSA

COLLECTIONS

On Map | Stats | Viewing 14 of 24191 genomes

Name

110_DE_22

113 _DE_22

101_FR 2877

116_DE_22

115 DE_22

109_UK_22

95_DE_22

111_DE_22

114 _DE_22

108 _UK 22

117 _DE_22

119_DE_22

118 DE_22

112 _DE_22

Organism

Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus

Staphylococcus aureus

GENOMES

UPLOAD

DOCUMENTATION CONTACT

14 Create Collection  Download

ST

22
22
2877
22
22
22
22
22
22
22
22
22
22

22



*CGPS

; J:‘WGSA

Q Search

# WGSA Organism v
& Species v
& Genus v
## Ssequence Type v
K Resistance v
@ Country v
B Type v
© Uploaded At A
@ Today 13:18

0 Today 10:28

° Today 09:27

@ Yesterday 12:18

@ Yesterday 12:02

@ Yesterday 12:00

CLEARFILTERS

(< I < B < B < B < B < B < B < NN < BN < BN < BN < BN < BRI < NN < BNE 7

ANALISIS DE GENOMAS

COMPLETOS EN WGSA

COLLECTIONS

Om Map | Stats | Viewing 14 of 24191 genomes

Name

110_DE_22

113_DE_22

101_FR 2877

116_DE_22

115 _DE_22

109_UK_22

95_DE_22

111_DE_22

114 _DE_22

108 _UK_22

117_DE_22

119_DE_22

118 _DE_22

112 _DE_22

Organism

Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus
Staphylococcus aureus

Staphylococcus aureus

GENOMES UPLOAD DOCUMENTATION CONTACT

g 1

Title
Demo S. aureus|

Create Collection = Download

4 Genomes ¥ Staphylococcus aureus

CREATE NOW

22
22
22
22
22
22

22



Q 3 FiLTER NAME

ANALISIS DE GENOMAS
COMPLETOS EN WGSA

140f 14

@ QCHES LI Population

56.0

= Typing = Stats — Ff Antibiotics =SNPs | Genes

[« o [ name | DATE ERS NUMBER
B K 1m3DpE22 ERS026801
B B 1sDpE22 ERS026812
B KB 14pE22 ERS026796
B K 1msbE22 ERS026810
B B 1eDpE22 ERS026831

SPA

1032
1032
1032
1032
1032

Denmark
United
" Kingdom .
and * .
R . . . Polas
Netherlands
. Germany
Belgium
(= ' Czech
Republic
France !
: ’ Hun
+

e/ b Leafiet | Map data @ OpenStreetMap contributors, CC-BY-SA, Imagery ® Mapbox

SCCMEC COUNTRY CITY SOURCE HOSCOM MRSA PCG FOX
IVh Germany Kiel BC 1 resistant resi 1
IVh Germany FRANKFURT AN DER ODER BC 1 resistant resi
IVh Germany Berlin BC co 1 resistant resist
IVh Germany Hannover BC HA 1 resistant resis
IVh Germany Hannover BC HA 1 resistant resist



ANALISIS DE GENOMAS

®
CGPS COMPLETOS EN

Q 3 FILTER NAME 140f 14 ¥ DowNLoADS @
O Population i= 3=
56.0 Denmark
|
United
e Kingdom 0
and °* .
1 The . . . . Pola
Netherlands
. Germany
Belgium
12 &) " Czech
Republic
Q i
& France & .
hg Hun
+
= | Metadata | Typing | Stats H Antibloti SNPs | Genes — Leafiet | Map data@OpenStreetM;ap contn’butors.. CC-BY-SA, Imagery ® Mapbox
80 v ami ceNn ToB kan (I3 Pen van  TEC cu  ERY MUP INZ TCY TMP DAP RF  CPP
B B 1130e22 ® O ® ©o ®
B B 1s5DpE22 ® © o
B B m4pe22 ® ©o Y
B B 118DE22 ® ©o ® O o
B B mepe22 ® ©o Y
-\ -\ P A A A A A



ANALISIS

DE GENOMAS

COMPLETOS EN WGSA

Q 3 FILTER NAME

140f 14

@ | Collection [NFEIEY @ . g
3298.228 BPTEY
| I—
— /\ ED133_ST133
,[—‘—A LG251_ST425
l—{ /\ ET3-1_ST151 A
| /\ SA957_ST59 Km”' dcom
/\ JKD6159_ST93 9
CN1_ST72 ;
d
MSSA476_ST1 " @
/\ MW2_ST1
Mus0_ST5
/\ N315_ST5
-/\ JH1_ST105 O
/\ DAR4145_ST772
-/\ COL_ST250
4% Newman_ST254
USA300 FPR3757_ST8
JKDB00B_ST239
U TW20_ST239 O
A\ HO 5096 0412_ST22 (14) [322)
T /\ MRSA252_ST36 -
: /\ S0385_ST398 Ll
Rectangular %
Node Size Label Size + |
e —o .
‘= | Metadata Typing  Stats ot WU SNPs | Genes
8 8 name ami N  TtoB  kan ([[EJ) Pen  van  TEC U ERy
B B 1130e22 ® O ® O
a a 115_DE_22 @] @]
B B 114DE22 O O
B B 1180E22 ® o ® O
B a 116_DE_22 O O

Denmark

©

Pola

Netherlands

Germany

Belgium

Czech
Republic

Hun

Croatia

Leafiet | Map data © OpenStreetMap contributors, CC-BY-SA, Imagery ® Mapbox

MUP LNZ TCY TMP DAP RIF

00000 3



ANALISIS DE GENOMAS
COMPLETOS EN WGSA

Q B FiLTER NAME

@ | Collection | Population Jgleli0 00y Yy @ 5 y ‘1‘ -_T;" O

1 i 1

o @)
Rectangular 4 ) O

Node Size Label Size
—e ®

. ot e L t treetM i , CC-BY-SA, | M
Metadata | Typing | Stats n Antib SNPs | Genes eaflet | Map data @ OpenStreetMap contributors, CC SA, Imagery ® Mapbox

NAME AMI GEN TOB KAN MET VAN TEC CLI ERY MUP LNZ TCY TMP DAP RIF CiP

03-00220

o
B
B 0801492
B
B
B

00

07-02389
07_5739_N O
95_DE_22



ANALISIS DE GENOMAS
COMPLETOS EN

Q 3 FILTER NAME

Denmark
ithuania
ted
dom %
O
[[] osomee The . . O . Poland
..... ' o 2 Netherlands O O O O
’ 1800 22 Ormany .
O
— Czech
v O Republic
! ia
France —
Rectangular % o SR Hungary
: . + s O
Node Size Label Size . Slovenla
—e -9 - | 5 : : S Rorr
:= | Metadata | Typing | Stats u Antibloti SNPs | Genes T Leaflet | Map data ® OpenStreetMap contributors, CC-BY-SA, Imagery ® Mapbox
a a NAME AMI GEN TOB KAN MET PEN VAN TEC CLI ERY MUP LNZ TCY TMP DAP RIF CIP
B B 10De22 ® ©o o
B B 1mobE22 ® O ® ©o O
B B 080667 ® O ® O O
B B 0801666 ® O ® O @)
B B m2pe22 ® O O



ANALISIS DE GENOMAS
COMPLETOS EN WGSA

Downloads

10 Collection, 35 Public

Metadata

Typing

Stats

AMR Profile

AMR SNPs

AMR Genes

Concatenated Core Genes

Core Allele Distribution

Difference Matrix

Score Matrix

Variance Summary




ANALISIS DE GENOMAS

o
&’ caps COMPLETOS EN WGSA

Further Analyses

AMR WGSA Population
Organism cgMLST Prediction Collections Search Other

Campylobacter coli v
Campylobacter jejuni Vv
Listeria Vv

Neisseria gonorrhoeae Vv v v v NG-MAST
Neisseria meningitidis Vv

Renibacterium salmoninarum v/
Salmonella Typhi v v Vv Genotyphi
Staphylococcus aureus Vv v v v/
Streptococcus pneumoniae v/

Zika virus Vv
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