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Supplementary Figure S1. Pairwise average nucleotide identity (ANI) values among
Aeromonas salmonicida strains. ANI values were computed with the FastANI tool.



13

14
15
16
17
18

19

20

21

22

23

24

25

Percentage of orthologous common proteins

-100

- 95

90

85

(05 6458 88[8[ 02 5252 83] 2] | [0 5 51 3] 2] o5 5 71> R
10058 £ 2 2 2 )l A G G e 2 Y D A D B - 4
2356 00 9 7 £ 2 0 o o ) B 5 E AR R R B G - 5005+
8 o0 100 o 5 = ) o ) e Y | O A R - 1. 3432
6565 AL 515 5 5 0[] 51 0[x oo 5 7 o] o> MTNEEET
65 53[0 o5 I 50 50 ox 2[5 o[ [ 77 s o> R
5353 o] o]

- BG
- CIBA_5017
El- ASAO05
- As2
EEE 98 98 98 100 98 97 [FE)/96 Emﬂm - AS1
HWWW GEO|EAEERINEL] 03 |94 94| 95] 93 |95 |1 95| S68
mm 97 97 96 97 97 1oommﬁm - ASA04
411
|88] 90] 85 [ECET|8S]EDH| 94 [ 94 | 95 FIBIEEN 00 [ 85 [ o0 02 410
8| 90| o |95|95] 9505 94 |94 |05 [LERLL 60 | 85| 90 |92 o0 | 53] 1409

|91[91[90[92[92[92]93]88] 03] 90| 90| oo TIETHES] 0a] 04 os | - s44
Emﬂmﬂlﬂmm LKL 93 [93 94 o3 | o4 | 4 85 [ 86 5 [ 85 SLVAETNN
[91[90[90[91[91[91[90]92]92] 03 |eal88] 93] 90| 90 oo (@8] 03 ELLJ@S|ES] 65 | 85 | 5 | 85 86 | 26 | o4 LEIPAN
938989 [ 90| 90[93[ 91 [94] 4[4 85 [ELYSB] o2 [ 92 o2 |94 o3 |5 RLLRTY e [ 82 [ 85 [ 5 85 [ 86 [ 54 RS
[01]01 EBIEE3- 5r19001YR
|86 5 [RR 89| 88 84 86 |67 | o6 eTINE]
EE2ERER oo EIEAEIEAER- A527

EEIEIEE o EIE- 0234
58 o5 7o s REAR
s s 3 ) 522 5253 5 ¢4 [0 5 oo A
MOVNKD){OI\mNHmVHOO%HHHmENHm(mH
INE A — O O+ O 1INV > NO VML Z
N T O YW OSIIINIETETITNU AL Eng <N
<O mm n 0 %) n o <™ "o
gmlHl <l< < E n:gm =
g8 3 2
5 ° g

Supplementary Figure S2. Percentage of orthologous common proteins among Aeromonas
salmonicida strains. Gene orthologous families as predicted by the PIRATE tool with default
aminoacidic similarity threshold were counted through pairwise comparison among A.
salmonicida strains. Percentage calculated with respect to the total number of gene families
of the strain where this number is greater, for each pairwise comparison.
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26  Supplementary Figure S3. Virulence factors landscape of Aeromonas salmonicida complete
27  genomes. The presence-absence of the factors and their subclasses were predicted based
28  onlocal alignments with the VFDB entries. The presence or the absence of the factor

29  subclass are represented in blue and white, respectively. *: Genomes reported in this

30 study.



