Dysbiosis Index (DI), abundance scores
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Dysbiosis
Index (DI)

Sample ID

A1_001_Screen

A1_001_VO

A1_001_V1

A1_001_V2

A1_001_V3

A1_001_Vv4

A1_002_Screen

A1_002_VO

A1_002_V1

A1_002_V2

A1_002_V3

A1_002_Vv4

A1_003_Screen

A1_003_VO

A1_003_V1

A1_003_V2

A1_003_V3

A1_003_Vv4

A1_004_Screen

A1_004_VO

A1_004_V1

A1_004_V2

A1_004_V3

A1_004_v4

A1_005_Screen

A1_005_VO

A1_005_V1

A1_005_V2

A1_005_V3

A1_005_Vv4

A1_006_Screen

A1_006_VO

A1_006_V1

A1_006_V2

A1_006_V3

Al1_006_V4

A1_008_Screen

A1_008_VO

A1_008_V1



A1_008_V2

A1_008_V3

A1_008_V4

A1_009_Screen

A1_009_VO

A1_009_V1

A1_009_V2

A1_009_V3

A1_009_Vv4

A1_010_Screen

A1_010_VO

A1_010_V1

A1_010_V2

A1_010_V3

A1_010_Vv4

A1_011_Screen

A1_011_VO

A1_011_V1

A1_011_V2

A1_011_V3

A1_012_Screen

A1_012_VO

A1_012_V1

A1_012_V2

A1_012_V3

A1_012_v4

A1_013_Screen

A1_013_VO0

A1_013_V1

A1_013_V2

A1_013_V3

A2_001_Screen

A2_001_VO

A2_001_V1

A2_001_V2

A2_001_V3

A2_001_V4

A2_002_Screen

A2_002_VO0

A2_002_V1

A2_002_V2

A2_002_V3

A2_002_Vv4

A2_003_Screen

A2_003_V0

A2_003_V1

A2_003_V2

A2_003_V3

A2_003_Vv4

A2_004_Screen

A2_004_VO0

A2_004_V1

A2_004_V2

A2_004_V3

A2_004_V4

A2_005_Screen

A2_005_V0

A2_005_V1

A2_005_V2

A2_005_V3



A2_005_Vv4

A2_006_Screen

A2_006_VO0

A2_006_V1

A2_006_V2

A2_006_V3

A2_006_V4

A2_007_Screen

A2_007_VO0

A2_007_V1

A2_007_V2

A2_007_V3

A2_007_V4

A2_008_Screen

A2_008_V0

A2_008_V1

A2_008_V2

A2_008_V3

A2_008_V4

Table explanation:

The table shows the Dysbiosis Index (DI), and the relative bacterial abundance as a score from -3 to +3 in deviation from normal

reference range (0), for the 48 bacterial markers detected by the GA-map® Dysbiosis Test Lx v2.

|See "Min-max abundance ranges"-sheet for abundance score ranges of the individual bacterial markers




Normalized signal strenghts (normalized raw data)
Probe no. 100 101 103 201 202 203

Sample ID

A1_001_Screen
A1_001_VO
A1_001_V1
A1_001_V2
A1_001_V3
A1_001_V4
A1_002_Screen
A1_002_VO
A1_002_V1
A1_002_V2
A1_002_V3
A1_002_V4
A1_003_Screen
A1_003_VO
A1_003_V1
A1_003_V2
A1_003_V3
A1_003_V4
A1_004_Screen
A1_004_VO
A1_004_V1
A1_004_V2
A1_004_V3
A1_004_V4
A1_005_Screen
A1_005_VO
A1_005_V1
A1_005_V2
A1_005_V3
A1_005_V4
A1_006_Screen
A1_006_VO
A1_006_V1
A1_006_V2
A1_006_V3
A1_006_V4
A1_008_Screen
A1_008_VO
A1_008_V1

Plate/
run
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Actinobacteria

Actinomycetales

Bifidobacterium spp.
Alistipes

343 255
200 202
43 404
65 496
88 289
375 286
279 71
182 159
656 200
253 161
86 6

648 186
13 215
13 120
12 199
57 334
12 226
13 117
141 213
121 182
46 133
93 140
147 212
230 177
237 -1
181 -1
170 6

156 5

244 -1
306 9

216 80
181 37
185 88
210 24
289 78
191 22
277 10
295 17
61 24

Alistipes onderdonkii

Bacteroides fragilis

204 205

Bacteroides pectinophilus

Bacteroides spp.

206

Bacteroides spp. & Prevotella spp.

767
676
698
760
685
727
1219
1146
1103
1002
819
1077
912
1065
1074
1100
1069
1054
1114
1091
600
576
815
915
777
1029
942
1028
973
955
1063
1174
1063
951
1142
1001
969
905
752

207 208 209 210 300 302

Bacteroides stercoris

448

Bacteroides zoogleoformans

Parabacteroides johnsonii

Parabacteroides spp.

63
49
98
154
71
115
79
112
109
71
22
131
99
74
159
138
122
80
45
34
23
35
44
52
14
40
29
2
40
38
82
87
84
29
72
43
56
146
104

Firmicutes

372
379
662
716
631
490
813
693

444
248
717
463
449

567
726
492
455
218
366
442
417

350
283
540
594
429
403
543
268
435
387
496

397
216

Bacilli

184
170
143
214
170
270
278
163
92
48
144
215
102
100
113
112
129
98
149
278
249
256
357
202
198
184
117
181
136
211
138
74
122
82
115
99
158
138
328

304 305 306 307

Catenibacterium mitsuokai

Clostridia

404
402
509
514
537
443
732
563
434
376
452
617
430
402
470
412
564
427
414
472
455
374
550
506
336
378
427
435
409
475
436
345
396
369
401
348
473
401
487

Clostridium methylpentosum

10
11
10
10

12
19
12

14
27
36
28
51
20
32
55
10
15
16
17
34

16
11

20
13
14
21
12
17
14
15
20
10
23

Clostridium sp.

308 310

Coprobacillus cateniformis
Dialister invisus

-1 91

311

Dialister invisus & Megasphaera micronuciformis

141

Dorea spp.

Holdemanella biformis

312 313 314

Anaerobutyricum hallii

16
18
49
90
156
46
19
12
32
35

42
48
63
82
46
181
56
54
14
20
34
41
30

17

14
41
13
25

23
17
64
75
70

315 316 317 318

Eubacterium rectale

Eubacterium siraeum

14
57
12
48
74
68
10
11
11
14
13
11
12
11
11
11
11
11
11
11
11
10
12
12
12
10
11
12
11

11
11
10

10
13
10
10

Faecalibacterium prausnitzii

453
224
256
251
368
405
225
331
390
319
154
340
496
499
444
538
358
531
640
221
298
300
375
508
227
360
352
218
436
355
416
511
452
492
480
337
623
427
436

Lachnospiraceae

814
804
643
698
721
837
731
765
827
777
682
792
764
696
914
923
762
865
803
1004
970
752
934
1027
555
811
673
787
848
691
786
773
964
880
882
610
641
521
599

319 320

Lactobacillus ruminis & Pediococcus acidilactici

Lactobacillus spp.

10
39
18
33
13
28
10
16
17
14

11
11
16
11
17
14
17
14
34
13

12
22
34
18
12
23
10
14
18
15
21
16
29
16
14
15
22

321 322

Lactobacillus spp. 2

Phascolarctobacterium sp.

323 324

Ruminococcus albus & R. bromii

Ruminococcus gnavus

325

Streptococcus agalactiae & Eubacterium rectale

w
N
-

Streptococcus salivarius ssp. thermophilus & S. sanguinis

327

Streptococcus salivarius ssp. thermophilus

328

Streptococcus spp.

329 330 331 500 501 502

Streptococcus spp. 2

Veillonella spp.

519
362
393
456
411
455
708
701
531
466
320
632
314
306
352
335
470
413
327
294
309
311
394
440
299
403
516
387
592
435
654
362
475
518
554
586
573
290
411

Firmicutes (various)

42
a8
38
a8
49
80
33
88

205
75
129
134
150
89

578

816
31

358

299

540

462
62
173

844
16
39
67
69
37
33
217
258
707
564

454
134
24
37
21

Proteobacteria

640

Acinetobacter junii

Enterobacteriaceae

504

Shigella spp. & Escherichia spp.

9
19
32
57
11
45
a1
14
14

67
13
34
22
15
76
77

10
27
88
13
38
925
221
24
143

55
77
65
112
35
75
54
25
157
12

601

Mycoplasma hominis

701

Akkermansia muciniphila



A1_008_V2
A1_008_V3
A1_008_V4
A1_009_Screen
A1_009_VO
A1_009_V1
A1_009_V2
A1_009_V3
A1_009_V4
A1_010_Screen
A1_010_VO
A1_010_V1
A1_010_V2
A1_010_V3
A1_010_V4
Al1_011_Screen
A1_011_VO
A1_011_V1
A1_011_V2
A1_011_V3
A1_012_Screen
A1_012_VO
A1_012_V1
A1_012_V2
A1_012_V3
Al1_012_v4
A1_013_Screen
A1_013_VO0
A1_013_V1
A1_013_V2
A1_013_V3
A2_001_Screen
A2_001_VO
A2_001_V1
A2_001_V2
A2_001_V3
A2_001_V4
A2_002_Screen
A2_002_V0
A2_002_V1
A2_002_V2
A2_002_V3
A2_002_V4
A2_003_Screen
A2_003_V0
A2_003_V1
A2_003_V2
A2_003_V3
A2_003_v4
A2_004_Screen
A2_004_V0
A2_004 V1
A2_004_V2
A2_004_V3
A2_004_V4
A2_005_Screen
A2_005_V0
A2_005_V1
A2_005_V2
A2_005_V3
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130

9 8 15

133
125
143
196
35
75
85
242
176
167
148
102
194
112
68
49
70
41
97
231
164
83
68
102
437
63
102
17
36
30
19
18
16
34
11
22
498
627
280
549
278
463
148
39

78
127
51
115
138
261
244
186
596
52
206
45
171
183

145

188

227

932
992
812
560
469
644
618
669
477
966
1053
987
964
1106
1034
1167
1224
1153
1203
1213
1193
1276
1154
1189
1209
1227
1091
1129
1099
1082
1185
991
1120
905
994
966
1122
915
816
1092
1062
1154
628
925
1099
887
952
1056
937
1239
1129
702
1086
1180
774
1254
535
1046
931
572

258

246

171 95
129
112
144
189
648 251
530 206
539 310
174
171
105
177
244 83
124
133
142
108
110
119
141
157
265
268
204
460 253
512 221
390 227
110
195
296 67
492 91
181
240
192
196
726 215
654 311
460 99
149
102
383 84
127
279 215
402 95
351 93
197
348 218
116
229
181
527 203
751 270
616 231
189
175
139
698 99
120
116
162

406
414
396
425
505
506
438
498
468
378
372
39
302
402
387
331
402
430
444
336
559
480
493
557
478
508
431
395
405
345
398
371
362
502
358
430
398
545
473
367
39
467
578
292
314
340
305
401
403
388
413
367
407
366
3%
391
525
341
478
481

14
17
29
18
16
20
24
15
15
11
16
13
26
59
17
25
24
42
17

27

21
25
13
16
15

15
21

17
13

33
44
21
26
43
36
32
29
24
25
21
53
14
66
51
34
19
54
40
2
37
32
54
27
41
21
14
42
32

26
17
19
12
13
17
20

17

11

56
75
17
26
31

12

47
11

19
14
33
18
30
85

464
763
625
695
736
654
719
576
659
832
804
864
676
870
943
737
874
783
802
748
769
738
781
681
821
707
805
898
930
828
860
882
777
912
884
813
856
990
782
810
784
927
973
782
804
805
601
843
759
875
908
606
776
751
956
726
777
621
666
739

15
12

11
18
12
20
10
14
12
15

18
22
434
61
267
276
171
20
46
30
38
33
49
25
30
35
16
18
171
251

183
117
178
13
22
27
15
38
28
23
14
15
13
31
21
16
16
19
27
17
20
11
10
11
11
13

NN O 0

o
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314
441
390
393
499
572
517
616
427
456
543
587
366
565
741
453
535
611
619
541
709
573
569
596
581
575
433
548
524
431
603
326
340
305
353
290
431
498
477
465
387
483
550
376
338
300
231
360
307
419
453
499
656
525
501
689
646
594
778
836



A2_005_V4
A2_006_Screen
A2_006_V0
A2_006_V1
A2_006_V2
A2_006_V3
A2_006_V4
A2_007_Screen
A2_007_VO
A2_007_V1
A2_007_V2
A2_007_V3
A2_007_V4
A2_008_Screen
A2_008_V0
A2_008_V1
A2_008_V2
A2_008_V3
A2_008_V4

PR RPPRPRPRRPRRPRRPRPEPRRLERPRPRER

185
316
454
34
50
147
439
349
196
121
534
278
222
326
108
58
107
27
97

111
220
327
26
40
98
281
236
129
76
353
183
163
208
71
46
66
26
65

259
419
265
255
325
293
263
47
124
196
66
131
232
10
44
%
28
69
38

39
38
31
v
47
54
27
109
116
79
24
58
86
116
192
327
57
378
252

1197
1139
968
950
968
1065
857
1051
882
998
762
817
976
1245
1250
1199
1223
1245
1232

11
167
217
102
163

76
157

21

23

23

11

14
43

11

19

24

19

70

1
65
57
44
77
30
46
17
19
28
19
19
41
49
98

199
55

207

15 736 89

197
166
131
225
95
128
97
94
170
98
129
228
55
120
153
68
214

28 92 122

806

741

398

131
153
120
107
113
122
186
170
238
160
125
187
54
102
89
56
64
80

377
415
450
404
396
424
383
411
506
482
464
464
470
382
452
448
294
366
390

Table Explanation:

map® Dysbiosis Test Lx v2.

The table shows normalized signal strenghts (normalized raw data) for the 48 bacterial markers included in the GA-

Headers: The number system divides the bacterial markers into different Phylum-groups; Actinobacteria 100-series,
Bacteriodetes 200-series, Firmicutes 300-series (Firmicutes/Tenericutes/Bacteroidetes species 331), Proteobacteria
500-series, Tenericutes 600-series, and Verrucomicrobiota 700-series.

|Note! Values below 5 is set to -1

15
60
62
18
35
22
27
16
27
30
50
58
67
20
36
25
12
21
29

26
33
288
398
250
144
13
388
81
140
363
89
81
120
53
101
18
58
83

18
42
23
16
65
52
16
10
248
329
11

12
11
11
11

407
430
544
350
579
410
658
581
512
449
399
426
571
289
370
469
149
399
302

635
739
934
960
893
882
651
914
710
827
961
797
679
704
635
792
483
777
791

11
41
49
14
14
23

14
12
32
13
15
11
11
16
25
12
27
15

17
a4
197
273
190
115
12
198
52
70
199
56
46
93
34
76
18
31
48

785 66 8

505
447
432
391
546
380
483
559
516
470
597
702
484
745
547
398
487
884

11



List of the GA-map® bacterial markers (probes) with the minimum and maximum abundance
score ranges (May 2022)

Probe no |Bacterial marker Min Max
100 Actinobacteria -1 3
101 Actinomycetales -1 2
103 Bifidobacterium spp. -1 3
201 Alistipes -2 2
202 Alistipes onderdonkii 0 3
203 Bacteroides fragilis 0 3
204 Bacteroides pectinophilus -1 1
205 Bacteroides spp. -1 3
206 Bacteroides spp. & Prevotella spp. -3 1
207 Bacteroides stercoris 0 3
208 Bacteroides zoogleoformans -1 3
209 Parabacteroides johnsonii 0 3
210 Parabacteroides spp. -1 3
300 Firmicutes -3 2
302 Bacilli -2 3
304 Catenibacterium mitsuokai 0 3
305 Clostridia -3 3
306 Clostridium methylpentosum -1 2
307 Clostridium sp. 0 2
308 Coprobacillus cateniformis 1
310 Dialister invisus 2
311 Dialister invisus & Megasphaera micronuciformis 0 3
312 Dorea spp. -1 3
313 Holdemanella biformis 0 3
314 Anaerobutyricum hallii -2 3
315 Eubacterium rectale -1 3
316 Eubacterium siraeum 0 3
317 Faecalibacterium prausnitzii -3 1
318 Lachnospiraceae -3 2
319 Lactobacillus ruminis & Pediococcus acidilactici 0 3
320 Lactobacillus spp. -1 3
321 Lactobacillus spp. 2 3
322 Phascolarctobacterium sp. 3
323 Ruminococcus albus & R. bromii 3
324 Ruminococcus gnavus 3
325 Streptococcus agalactiae & Eubacterium rectale -1 3
326 Streptococcus salivarius ssp. thermophilus & S. sanguinis 0 3
327 Streptococcus salivarius ssp. thermophilus -1 3
328 Streptococcus spp. 3
329 Streptococcus spp. 2 0 3
330 Veillonella spp. -3 2
331 Firmicutes (various) -2 3
500 Proteobacteria 0 3
501 Acinetobacter junii 0 1
502 Enterobacteriaceae 0 3
504 Shigella spp. & Escherichia spp. 0 3
601 Mycoplasma hominis 0 1
701 Akkermansia muciniphila -1 3




Supplementary Table S2

Profile Bacterial marker Criteria, “imbalance”
Anaerobutyricum hallii
Butyrate producing bacteria [Eubacterium] rectale Reduced abundance

Faecalibacterium prausnitzii

Faecalibacterium prausnitzii
Akkermansia muciniphila

Gut mucosa protective bacteria Reduced abundance

Gut health marker Faecalibacterium prausnitzii Reduced abundance
. . Faecf':zllbacterlum prausnitzii Reduced abundance (F. prausnitzii)
Gut barrier protective and Ruminococcus gnavus .
. . . AND increased abundance (other
potentially harmful bacteria Proteobacteria markers)
Shigella spp./Escherichia spp.
Proteobacteria

Pro-inflammatory bacteria Increased abundance

Shigella spp./Escherichia spp.

Supplementary Table S2. The bacterial markers involved in each profile, and criteria for the
indication of “imbalance”, are listed (reported as “balance” if criteria are not fulfilled).
“Imbalance”-criteria were set by utilizing the bacteria abundance scores from the GA-map®

Dysbiosis Test Lx.



Actinobacteria
Actinomycetales
Bifidobacterium spp.
Alistipes 2
A. onderdonkii
B. fragilis
B. pectinophilus
Bacteroides spp.
Bacteroides spp. & Prevotella spp.
B. stercoris
B. zoogleoformans T
P. johnsonii
Parabacteroides spp.
Firmicutes ®
Bacilli
C. mitsuokai
Clostridia
C. methylpentosum =
Clostridium sp.
C. cateniformis
D. invisus
D. invisus & M. micronuciformis
Dorea spp.
H. biformis
A. hallii i
E. rectale
E. siraeum
F. prausnitzii
Lachnospiraceae
L. ruminis & P. acidilactici
Lactobacillus spp. ®
Lactobacillus spp. 2
Phascolarctobacterium sp.
R. albus & R. bromii
R. gnavus
S. agalactiae & E. rectale i
S. salivarius ssp. thermophilus & S. sanguinis
S. salivarius ssp. thermophilus g ]
Streptococcus spp.
Streptococcus spp. 2
Veillonella spp.
Firmicutes (various)
Proteobacteria
A. junii
Enterobacteriaceae
Shigella spp. & Echerichia spp.
M. hominis
A. muciniphila w
-3 -2 -1 0 1 2 3
Abuncance-score
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Supplementary Figure S3. Abundance scores per timepoint for the 48 bacterial markers from the GA-map®
Dysbiosis Test Lx, in the healthy controls (n=12*). Timepoints: -14 days (screen), day O/baseline (\VV0), day 14
(V1), day 28 (V2), day 42/end of treatment (V3), and 4 weeks post-treatment (V4). *n=10 for timepoint ‘V4’.
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Supplementary Figure S4. Abundance scores per timepoint for the 48 bacterial markers from the GA-map®
Dysbiosis Test Lx, in the patients with IBS-D (n=8). Timepoints: -14 days (screen), day O/baseline (V0), day 14
(V1), day 28 (V2), day 42/end of treatment (VV3), and 4 weeks post-treatment (V4).



