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HK556006.10.1507 Corynebacterium 1
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New.ReferenceOTU32891 Staphylococcus
LN795822.1.1528 Actinobacillus
HM358343.1.1518 Xanthomonas
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Supplementary Figure S1. A) Alpha diversity of affected and unaffected areas behind the ear
and on the elbow before (T1) and after (T2) balneotherapy. Alpha diversity is reported both as
number of observed OTUs (i.e. species richness) as well as Shannon diversity index (i.e.
species diversity). B) The 30 most abundant OTUs on the affected and unaffected skin of
psoriatic patients before balneotherapy. C) Principal Component Analysis (PCoA) of pairwise
Bray-Curtis dissimilarities on taxonomic composition shows no clear separation between
affected and unaffected areas at the same location or between timepoints. D) PCoA of pairwise
Bray-Curtis dissimilarities on taxonomic composition shows no clear separation between

affected and unaffected areas before thermal treatment and a slight separation afterwards.



A Ornithinimicrobium

B e S, Fe Timepoint
Dietzia — T . . o BT
Frigoribacterium { — T b BT
Weissella ' e ]
Lactococcus R e H
Blastomonas{ . o= . e
Lachnoanaerobaculum| Eammm— . |
Dermacoccus e B
Kineococcus |  demm— =
Leuconostoc| — H=5— . . o
Hymenobacter = el
Rubellimicrobium — it . =
Janibacter T e e o
Aureimonas s e e— S ]
Williamsia L F+ o
Turicibacter — e f+ =
Subdoligranufum i o] 2
Sphingomonas | * — e T Jol
Knoellia{ He==—— [o]
Brevundimonas | — = T I+
Nocardioides === .. . I+
Solobacterium{ — —=fBE— +f
Brachybacterium T e .. o
Rhodococcus{ e o
Paracoccus p—— T o
Ezakiella = +
Blastocatella{ —em— Tt 4
Delftia =5 t |
Turicella{ —=—4—— . [
Hydrogenophaga = ol
Aeromicrobium == . ]
10° 10" 10° 10° 107 6 -3 0 3
Relative abundance (log10) Effect Size
C Nesterenkonia I S fe] Timepoint
Acidipropionibacterium 4 " g BT
anibacter | — et Mes 12
Bergeyella - I+
Abiotrophia | ——Em=—m Jef
Dermabacter { * s — "t —— K
Finegoldia 1 ~————%= ]
Haemophilus{ —%— .
Anaerococous | ——dp——— & K 8
Aggregatibacter = ol
Micrococcus e — el ]
Klebsiella{ —==52— 1
Massilia = @ H
Parvimonas{ —aF— & ° I
Limnobacter { *——&%2 ° Jof
Actinotignum {  asT—=" e fof
Thauera{ & ° gl
Ornithinimicrobium A [——————"% =
Dietzia —— ° ° ]
Hymenobacter e [
Rubellimicrobium A == e o
Deinococcus A - H
Aureimonas 4 e R el
Leuconostoc 1 — o
Knoeliia - L e ]
Lactococcus e . ]
Janibacter A —_— o
Williamsia - tas ™
Dermacoccus - — e e
Brevundimonas g ———— s |
Catonella 4 e a ' e ]
Sphingomonas A o —mm— = "
eillonella 1 — L
Mannheimia . N
Amaricoccus 4 ——== ']
Gemella e . ']
Enhydrobacter L — R ] [}
'aracoccus - e | g
Methylobacterium A —E= e o N 2
lloprevotella ——k R L
Rhodococcus = ]
Lautropia —_—— |
Leptotrichia 1 e — —— [
Aggregatibacter - e ]
icrococcus - S ]
Staphylococcus R —== ]
Faecalibacterium - == []
Dialister Ll [
Alloiococcus =T I
Ezakiella e == o
Erwinia 4 —_ ol
Delftia - == ol
Aquabacterium == ° [l
ellulomonas 4 —_,— T o
Blastocatella 1 - = g
Hydrogenophaga 4 = I+
Aeromicrobium - a== ° -
Acidibacter 4 o = £
3 G 3 hooa
- I 4 .
Relative abundance (log10) Effect Size

B Brevundimonas

==, ., H
Limnobacter { ' pm |-»
Fusobacterium { 7~ — oo H
Paracoccus { ® Ty ® H 8
Massilia{ — 01— . H
Jeotgalicoccus | 5=—L e H
Acidibacter { " ° [
Roseomonas{ gy ° H
Microlunatus { —m=tg -
Shimwellia{ ¢ =g f
Exiguobacterium{ P H
Gordonia 4 :Eai H
Nocardioides %D H o
g
Varibaculum{ g E |- H
Campylobacter :E— H
Mesorhizobium A o= =0 H
Actinotignum E:' i ~|
Timepoint
Propionimicrobium A EE' B T1 H
Hydrogenophaga{ , 99— — © L *{
10° 10% 100 107 40° 50 5
Relative abundance {log10) Effect Size
)
(©] @
0s © de o
< )
® »® @
0®® . Y ®
o ° e®o00 o
o
e o @ o® od®
004 © o OO ° ®
[y}
L %
g 0o, (° © 08 °
@ L] (o]
a °® ° e o %oo
°® @
o® @
-0.2 1 °
oo %
Timepoint %
o T
041 o 12 p=2e-04 ®
-0.4 -0.2 0.0 0.2
PCoA1
175- OTUs Shannon
150 1
3
g 1251 |
=
@
£ 1001 2
o
751 timepoint
=g
1 B 12
50 1
T T2 ™ T2
timepoint

Supplementary Figure S2. A) Differentially abundant genera on the elbow skin affected by

psoriasis before (T1) and after (T2) balneotherapy. No genera were significantly differentially

abundant before and after balneotherapy on the psoriatic skin behind the ear. B) Differentially
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abundant genera on the unaffected skin before (T1) and after (T2) balneotherapy. C)
Differentially abundant genera on the skin not affected by psoriasis before (T1) and after (T2)
thermal treatment in patients that reported an improvement after balneotherapy. D) PCoA of
fecal samples Beta-diversity before (T1) and after (T2) thermal treatments. E) Alpha
diversity of fecal samples before (T1) and after (T2) thermal treatments. Alpha diversity is
reported both as number of observed OTUs (i.e. species richness) as well as Shannon

diversity index (i.e. species diversity).
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Supplementary Material S1. Clinical and anthropometric characteristics of the selected
patient cohort (N=43). Missing data (N=2).

Supplementary Material S2. Tabl. OTU table of skin samples; Tab2. genus level taxonomic
composition of skin samples.
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Supplementary Material S4. Tabl. Species-level taxonomic composition of fecal samples.

Tab2. Functional differences between the microbiome of responders and non-responders.



