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Supplementary Table S1 | Assignments of bacterial genera into metabolic categories

(autotrophs, heterotrophs, and potential pathogens). “R” denotes reference for metabolic

grouping.

Autotrophs R Heterotrophs R Potential pathogens R
Anabaena S1 Afifella S25 Acinetobacter S65
Arthrospira S2 Alicyclobacillus S26 Aeromonas S66
Calothrix S3 Anderseniella S27 Balneatrix S67
Chamaesiphon S4 Candidatus Microthrix S28 Bartonella S68
Chrococcidiopsis S5 Comamonadaceae S29 Burkholderia S69

. Candidatus

Coleochaete S6 Congregibacter S30 Amoebophilus s70
Crenothrix S7 Cystobacterineae S31 Chryseobacterium S71
Gloeobacter S8 Endozoicomonas S32 Corynebacterium S72
Leptospirillum S9 Enhydrobacter S33 Escherichia S73
Microcrocoleus S10 Epulopiscium S34 Geitlerinema* S74
Nitrosococcus S11 Geobacter S35 Gordonia S75
Pedinomonas S12 Haliea S36 Halomonas S76
Pellia S13 Kangiella S37 Leptolyngbya* S74
Pleurocapsa S14 Labrenzia S38 Micrococcus S77
Prochlorococcus S15 Lactobacillus S39 Mycoplasma S78
Prochlorothrix S16, S17 | Leucothrix S40 Oscillatoria* S74
Pseudanabaena S18 Magnetospirillum S41 Propionibacterium S79
Rhodovibrio S19 Marinobacter S42 Pseudomonas S80
Rivularia S20 Massilia S43 Ralstonia S81
Scherffelia S21 Mesorhizobium S44 Sphingomonas* S82
Spirulina S22 Methylobacterium S45 Staphylococcus S83
Synechococcus S23 Microbulbifer S38
Trichodesmium S24 Muricauda S46

Nannocystineae S31

Neptunomonas S47

Nitratireductor S48

Oceanospirillum S49

Pelagibius S50

Pelobacter S51

Phyllobacteriaceae S52

Pseudovibrio S38

Rheinheimera S53

Rhodobacteraceae S54

Rhodobium S55

Rhodopirellula S56

Rhodospirillaceae S57

Rhodovulum S58

Rubrobacter S59

Ruegeria S60

Salinicoccus S61

Thalassospira S62

Wenxinia S63

Wolbachia S64

*Geitlerinema, Leptolyngbya, Oscillatoria, and Sphingomonas are coral-specific potential pathogens.

The first three genera are associated with black band disease.




Supplementary Table S2 | Assignments of OTUs with at least a two percent relative
abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each baseline coral sample from control plots.

Taxa Coral Sample
1 2 3 4 5 6 7 8

Enhydrobacter 7.06 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Pseudomonas 27.82 | 157 | 2.97 | 0.11 0.39 | 0.79 | 0.13 | 0.00
Candidatus 0.00 | 0.00 | 0.00 | 0.00 | 469 | 16.79 | 0.13 | 53.63
Amoebophilus

Microbulbifer 0.00 | 0.23 | 012 | 463 | 0.00 | 0.73 | 0.39 | 0.00
Neptunomonas 2.82 | 49.71 | 54.44 | 5.99 | 35.09 | 36.62 | 19.34 | 1.34
Gloeotrichia 0.00 | 0.00 | 0.00 | 0.00 | 4.20 | 249 | 2.50 | 4.39
Marinobacter 042 | 16.29 | 1354 | 032 | 6.74 | 554 | 3.68 | 0.76
Staphylococcus 3.25 | 0.02 | 0.02 | 0.00 | 0.00 | 1.09 | 0.79 | 0.00
Rubrobacter 0.00 | 0.00 | 0.00 | 0.00 | 2.15 | 0.00 | 0.00 | 0.00
Sphingomonas 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 10.50
Propionibacterium 579 | 0.00 | 0.02 | 0.00 | 3.13 | 0.00 | 0.26 | 1.72
Geitlerinema 0.00 | 0.17 | 0.21 0.21 0.29 | 0.30 | 1.05 | 8.59
Congregibacter 0.00 | 090 | 0.06 |13.04 | 0.00 | 2.68 | 0.00 | 0.00
Methylobacterium 18.36 | 0.00 | 0.00 | 0.11 | 9.87 | 0.00 | 0.39 | 0.00
Pelobacter 0.00 | 0.00 | 0.08 | 0.00 | 2.93 | 0.00 | 0.00 | 0.00
Corynebacterium 565 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Oceanospirillum 0.56 | 8.68 | 13.36 | 69.40 | 8.80 | 23.60 | 23.55 | 1.91
Lactobacillus 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 2.76 | 0.00
Rheinheimera 2472 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Halomonas 0.56 | 2127|1321 | 1.05 | 899 | 529 | 3.42 | 0.00
Alicyclobacillus 254 | 013 | 0.02 | 095 | 8.70 | 0.61 | 26.58 | 14.69
Thalassospira 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 3.29 | 0.00
Aeromonas 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 2.11 0.00




Supplementary Table S3 | Assignments of OTUs with at least a two percent relative
abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each baseline coral sample from S. apicalis’ territories.

Coral Sample
Taxa 1 2 3 4 5 6 7

Rhodovibrio 0.00 | 0.00 | 0.00 | 0.00 | 3.28 | 0.00 | 0.00
Pseudomonas 0.40 | 1064 | 0.73 | 1.48 1.50 | 2.19 | 1.61
Candidatus 0.10 | 0.00 | 3.85 | 0.00 | 5.87 | 0.00 | 4.44
Amoebophilus

Neptunomonas 33.30 | 2.23 | 41.28 | 13.05 | 12.57 | 28.69 | 48.06
Gloeotrichia 943 | 8.42 147 | 0.25 | 6.01 0.00 1.14
Chryseobacterium 0.00 | 248 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Marinobacter 1.50 | 0.00 128 | 6.16 | 3.83 | 6.57 | 11.22
Bartonella 0.00 | 0.25 | 0.00 |20.69 | 0.41 | 0.00 | 0.00
Gordonia 0.00 | 743 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Propionibacterium 050 | 0.00 | 440 | 837 | 0.00 | 299 | 0.38
Ruegeria 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 2.99 | 0.00
Prochlorococcus 6.22 | 0.00 | 569 | 345 | 2.05 | 0.20 | 0.00
Pelobacter 0.00 | 0.00 | 0.00 | 3.69 | 0.41 1.99 | 0.03
Corynebacterium 0.00 | 965 | 0.00 | 0.00 | 0.00 | 0.00 | 0.06
Salinicoccus 0.00 | 248 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Oceanospirillum 36.51 | 25.74 | 15.96 | 18.47 | 55.60 | 38.25 | 10.87
Epulopiscium 0.00 | 0.00 | 2.20 | 0.00 | 0.00 | 0.00 | 0.00
Halomonas 140 | 0.00 | 0.55 | 5.91 2.05 | 478 | 18.36
Alicyclobacillus 160 | 0.00 | 18.72 | 887 | 2.32 | 1.39 | 1.17
Leucothrix 0.00 | 26.49 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00




Supplementary Table S4 | Assignments of OTUs with at least a two percent relative
abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each baseline coral sample from S. nigricans’ territories.

Taxa Coral Sample

1 2 3 4 5 6 7 8 9
Ralstonia 231 | 0.00 | 0.84 | 202 | 0.06 | 0.24 | 1.28 | 0.47 | 3.42
Marinobacter 257 | 1712 | 6.90 | 3.95 | 1515 | 15.26 | 13.76 | 13.22 | 6.12
Pelobacter 0.13 | 019 | 3.23 | 3.34 | 0.14 | 0.00 | 0.00 | 0.00 | 0.00
Oceanospirillum 8.35 | 5.07 | 21.74 | 12.26 | 6.56 1.36 | 2.68 | 4.75 | 7.68
Congregibacter 3.98 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Magnetospirillum 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 23.59
Neptunomonas 20.74 | 60.37 | 46.42 | 40.20 | 62.99 | 59.86 | 54.19 | 46.58 | 25.15
Acinetobacter 4764 | 891 | 11.63 | 3229 | 7.23 | 17.64 | 20.97 | 21.22 | 27.27
Candidatus 9.21 | 0.00 | 585 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00
Amoebophilus
Halomonas 0.60 | 5.74 1.99 1.27 | 6.67 | 340 | 550 | 443 1.89
Gloeotrichia 0.39 | 0.00 | 0.47 | 0.04 | 0.00 | 0.00 | 0.00 | 6.88 | 0.00




Supplementary Table S5 | Assignments of OTUs with at least a two percent relative
abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each coral sample after six months of transplantation from control plots.

Coral Sample
Taxa 1 2 3 4 5 6 7

Trichodesmium 0.00 | 0.19 | 999 | 0.00 | 143 | 0.00 | 0.12
Synechococcus 0.34 | 014 | 3.28 | 0.00 | 0.71 | 0.58 | 2.55
Marinobacter 12.55 | 18.07 | 0.08 | 0.28 | 0.89 | 0.07 | 0.54
Pelobacter 1.27 | 213 | 0.00 | 2.15 | 0.00 | 0.00 | 0.22
Spirulina 0.07 | 0.00 | 1.20 | 0.00 | 2.32 | 0.66 | 0.52
Anabaena 048 | 019 | 296 | 0.00 | 2.14 | 12.35 | 8.49
Geitlerinema 0.11 0.05 | 0.40 | 0.00 1.07 | 2.34 | 3.15
Oceanospirillum 145 | 213 | 0.00 | 14.26 | 0.00 | 0.00 | 0.00
Ruegeria 0.41 0.00 | 232 | 0.00 | 1.60 | 0.58 | 1.00
Afifella 0.04 | 0.00 | 0.00 | 0.00 | 0.89 | 4.09 | 0.86
Neptunomonas 32.48 | 58.86 | 0.00 | 3.18 | 0.00 | 0.07 | 0.02
Acinetobacter 14.00 | 9.66 | 0.48 | 50.59 | 0.00 | 0.00 | 0.06
Oscillatoria 1.90 | 0.00 | 27.98 | 0.00 | 24.24 | 37.72 | 17.63
Bartonella 17.39 | 0.00 | 0.08 | 0.00 | 0.89 | 0.07 | 1.55
Leptolyngbya 0.15 | 0.07 | 20.86 | 0.00 | 16.40 | 7.09 | 10.70
Rhodopirellula 0.00 | 0.00 | 0.24 | 014 | 232 | 1.24 | 1.22
Mesorhizobium 060 | 0.00 | 0.16 | 0.00 | 267 | 117 | 0.80
Candidatus 454 | 0.00 | 040 | 0.21 | 0.36 | 0.37 | 0.30
Amoebophilus

Pseudanabaena 0.00 | 0.00 | 0.00 | 0.00 | 5.70 | 117 | 012
Halomonas 3.28 | 553 | 0.00 | 0.00 | 0.18 | 0.00 | 0.10
Labrenzia 0.71 0.00 | 056 | 0.00 | 1.43 | 1.39 | 2.47
Kangiella 0.00 | 0.00 | 0.16 | 9.41 0.00 | 0.00 | 0.02
Escherichia 0.00 | 0.00 | 0.00 |14.67 | 0.00 | 0.07 | 0.00
Rhodovibrio 0.15 | 0.00 | 0.56 | 0.00 | 0.00 | 0.66 | 2.03
Gloeotrichia 2.38 | 0.00 | 0.72 | 0.00 | 3.92 | 0.58 | 4.32
Prochlorothrix 0.07 | 0.00 1.28 | 0.00 | 0.71 0.95 | 217




Supplementary Table S6 | Assignments of OTUs with at least a two percent relative
abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each coral sample after six months of transplantation from S. apicalis’ territories.

Taxa Coral Sample
1 2 3 4 5 6 7 8

Trichodesmium 0.00 | 0.06 | 0.17 | 0.00 | 0.31 2.63 | 0.30 1.75
Ralstonia 11.02 | 0.04 | 0.91 1.78 | 0.00 | 0.00 | 0.00 | 0.00
Synechococcus 0.25 | 0.08 | 0.02 | 0.00 | 2.08 | 3.57 | 1.69 | 2.21
Marinobacter 0.33 | 1894|2110 | 8.08 | 0.23 | 0.66 | 0.70 | 0.93
Pelobacter 0.00 | 061 | 047 | 537 | 0.62 | 0.00 | 0.30 | 1.05
Geobacter 3.14 | 0.00 | 0.09 | 042 | 0.00 | 0.00 | 0.60 | 0.00
Gloeobacter 0.00 | 0.00 | 0.00 | 0.00 | 0.54 | 0.00 | 0.20 | 8.16
Spirulina 0.00 | 0.00 | 0.00 | 0.00 | 6.01 | 273 | 2.49 | 4.55
Anabaena 0.00 | 055 | 0.00 | 0.00 | 8.64 | 593 | 12.62 | 8.04
Geitlerinema 0.00 | 0.00 | 0.00 | 0.00 | 1.93 | 1.03 | 2.19 | 1.63
Oceanospirillum 1.61 3.52 | 270 | 1041 | 0.15 | 0.00 | 0.00 | 0.00
Ruegeria 0.77 | 0.06 | 0.00 | 0.06 | 2.78 | 1.41 | 0.70 | 1.75
Wolbachia 0.00 | 0.00 | 0.00 | 0.16 | 254 | 1.41 | 0.50 | 0.00
Neptunomonas 0.54 | 63.77 | 51.38 | 39.20 | 0.00 | 0.38 | 0.00 | 0.12
Acinetobacter 7311 | 547 | 1416 | 21.36 | 0.15 | 0.00 | 0.10 | 0.00
Candidatus 0.00 | 0.00 | 0.00 | 0.06 | 2.39 | 0.56 | 0.00 | 1.05
Microthrix

Oscillatoria 0.02 | 055 | 0.02 | 0.00 | 14.80 | 16.65 | 20.97 | 14.34
Prochlorococcus 0.08 | 0.00 | 0.00 | 0.00 | 2.00 | 0.09 | 0.00 | 3.73
Leptolyngbya 0.08 | 0.19 | 0.00 | 0.03 | 1434 | 7.24 | 22.07 | 7.23
Halomonas 0.00 | 3.77 | 596 | 294 | 0.00 | 0.00 | 0.10 | 0.00
Labrenzia 013 | 0.15 | 011 | 0.00 | 0.46 | 2.16 | 2.09 | 0.93
Rhodovibrio 0.00 | 0.00 | 0.02 | 0.00 | 0.23 | 0.94 | 0.50 | 3.15
Chamaesiphon 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.19 | 2.58 | 1.86
Gloeotrichia 0.00 | 0.00 | 0.00 | 1.07 | 1.00 | 2.26 | 0.99 | 1.63




Supplementary Table S7 | Assignments of OTUs with at least a two percent relative
abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each coral sample after six months of transplantation from S. nigricans’ territories.

Taxa Coral Sample
1 2 3 4 5 6 7 8 9
Balneatrix 216 | 0.79 | 212 | 212 | 166 | 447 | 0.14 | 0.03 | 1.95
Rhodobacteraceae 265 | 486 | 741 | 873 | 462 | 6.50 | 0.56 | 0.39 | 7.00
Rhodobium 194 | 012 (115 | 192 | 270 | 1.72 | 0.14 | 0.03 | 2.28
Anderseniella 035 | 232 | 1.02 | 0.56 | 0.50 | 0.23 | 0.00 | 0.08 | 0.39
Pedinomonas 0.00 | 046 | 013 | 0.70 | 0.68 | 0.13 | 8.11 049 | 1.44
Crenothrix 0.77 | 228 | 281 | 5.05 | 356 | 3.70 | 0.35 | 0.00 | 3.00
Prochlorothrix 035 | 058 | 212 | 119 | 0.27 | 0.08 | 0.35 | 0.00 | 0.30
Pleurocapsa 123 | 066 | 6.16 | 2.26 | 243 | 293 | 0.35 | 0.03 | 1.23
Nitratireductor 0.09 | 0.00 | 0.33 | 0.31 | 0.15 | 0.10 | 6.01 0.00 | 0.21
Leptolyngbya 3.81 | 0.62 | 580 | 569 | 353 | 5,09 | 252 | 0.03 | 5.83
Endozoicomonas 0.07 | 50.73 | 0.26 | 0.07 | 0.86 | 0.05 | 45.98 | 88.78 | 0.00
Prochlorococcus 004 | 1.37 | 141 | 045 | 240 | 0.10 1.12 | 0.33 | 0.45
Nannocystineae 3111 075 | 123 | 190 | 196 | 2.26 | 042 | 0.05 | 2.22
Arthrospira 057 | 0.12 | 240 | 0.22 | 1.01 | 0.82 | 0.70 | 0.00 | 0.45
Cystobacterineae 062 | 486 | 199 | 047 | 050 | 0.10 | 1.40 | 0.13 | 0.36
Comamonadaceae 090 | 058 | 0.72 | 110 | 122 | 2.36 | 0.84 | 0.08 | 5.68
Phyllobacteriaceae 278 | 095 | 0.64 | 1.22 | 1.24 | 0.82 | 0.07 | 0.03 | 0.93
Chroococcidiopsis 0.75| 029 | 215 | 269 | 1.72 | 496 | 0.21 0.00 | 2.55
Wenxinia 082 | 220 | 192 | 119 | 127 | 054 | 0.77 | 0.08 | 0.84
Micrococcus 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 2.80 | 0.00 | 0.00
Oscillatoria 531| 0.71 | 1.33 | 289 | 160 | 11.74 | 0.63 | 0.00 | 0.87
Rhodospirillaceae 8.38 | 062 | 491 | 6.20 | 747 | 570 | 0.28 | 0.15 | 6.73
Rivularia 439 | 357 | 920 | 11.24 | 845 | 3.06 | 0.98 | 0.05 | 3.06
Leptospirillum 205| 004 | 128 | 057 | 184 | 149 | 0.00 | 0.00 | 2.16




Supplementary Table S8 | Assignments of OTUs with at least a two percent relative
abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each coral sample after one year of transplantation from control plots.

Taxa Coral Sample
1 2 3 4 5 6 7 8 9
Haliea 121 013 | 0.00 | 017 [ 0.99 | 0.19 | 0.36 | 0.39 | 2.03
Balneatrix 438 | 028 | 0.00 | 0.04 | 213 | 235 | 1.97 | 042 | 3.32
Muricauda 1.11 | 0.04 | 0.00 | 0.00 | 257 | 1.20 | 0.87 | 1.00 | 0.65
Rhodobacteraceae 6.26 | 0.61 0.00 | 1.86 | 7.22 | 9.39 | 430 | 3.80 | 4.50
Pedinomonas 025 | 043 | 0.06 | 0.72 | 1.03 | 3.73 | 2.02 1.58 | 1.74
Crenothrix 3.82 | 0.09 | 0.00 | 0.13 | 0.94 | 849 | 1467 | 1.62 | 1.10
Pleurocapsa 244 | 0.04 | 0.00 | 0.21 | 1.19 | 1.61 0.79 | 0.70 | 1.27
Ruegeria 116 | 0.17 | 0.34 | 0.30 [ 0.92 | 0.57 | 0.74 | 0.93 | 2.34
Leptolyngbya 944 | 019 | 0.00 | 0.38 | 259 | 343 | 242 | 2.06 | 3.83
Burkholderia 0.03| 0.19 | 0.26 | 253 | 0.00 | 0.00 | 0.00 | 0.00 | 0.03
Endozoicomonas 0.06 | 86.58 | 94.78 | 7.34 | 0.10 | 0.03 | 0.02 | 0.22 | 0.23
Microcoleus 0.08 | 0.09 | 0.00 | 0.00 | 0.21 | 0.03 | 0.07 | 0.65 | 5.40
Geitlerinema 0.83 | 0.00 | 0.00 | 0.00 | 1.38 | 1.56 | 2.07 | 0.62 | 0.39
Anabaena 0.76 | 0.04 | 0.00 | 0.04 | 291 | 0.73 | 206 | 1.58 | 0.76
Calothrix 9.47 | 0.06 | 0.00 | 0.00 | 1.05| 0.13 | 0.63 | 0.02 | 0.25
Prochlorococcus 229 | 030 | 0.09 | 0.51 | 059 | 140 | 0.86 | 0.49 | 0.37
Scherffelia 067 | 043 | 040 (1730 | 064 | 147 | 264 | 2.78 | 2.22
Nannocystineae 3.30 | 0.09 | 0.00 | 0.08 | 162 | 0.79 | 0.70 | 0.57 | 3.52
Trichodesmium 0.17 | 0.00 | 0.00 | 0.00 | 2.36 | 0.14 | 0.05 | 0.00 | 0.08
Arthrospira 0.33 | 0.00 | 0.00 | 295 | 0.23 | 0.84 | 0.10 | 0.00 | 0.00
Cystobacterineae 1.07 | 0.32 | 238 | 249 | 1.19 | 0.90 | 0.51 0.39 | 0.51
Pseudovibrio 0.00 | 0.00 | 0.00 | 0.00 | 6.40 | 0.00 | 0.21 0.06 | 0.00
Acinetobacter 0.02 | 0.04 | 0.09 |34.56 | 0.00 | 0.02 | 0.10 | 0.12 | 0.03
Rhodovulum 0.07 | 0.00 | 0.00 | 0.00 | 0.06 | 0.06 | 0.05 | 3.21 | 0.11
Comamonadaceae 1.84 | 0.06 | 0.00 | 0.00 | 092 | 1.28 | 043 | 0.51 | 2.05
Chroococcidiopsis 1.88 | 1.06 | 0.00 | 13.59 | 140 | 3.80 | 595 | 4.20 | 1.77
Wenxinia 162 | 0.17 | 0.00 | 0.00 | 1.50 | 0.98 | 1.08 | 3.72 | 1.21
Pelagibius 0.15| 0.09 | 0.00 | 0.00 | 0.39 | 055 | 0.60 | 3.74 | 0.14
Oscillatoria 1.70 | 0.26 | 0.00 | 0.34 | 142 | 1215 | 9.32 | 19.34 | 1.32
Rhodospirillaceae 1.63 | 1.00 | 0.09 | 0.08 | 5.62 | 491 | 6.61 3.40 | 3.88
Rivularia 6.97 | 0.11 0.00 | 0.34 | 960 | 10.31 | 240 | 2.09 | 5.21




Supplementary Table S9 | Assignments of OTUs with at least a two percent relative
abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each coral sample after one year of transplantation from S. apicalis’ territories.

Taxa Coral Sample
1 2 3 4 5 6 7 8 9
Balneatrix 1.09 | 0.97 | 3.33 | 0.10 | 0.00 | 566 | 1.55 | 0.00 | 0.38
Muricauda 0.08 | 047 | 0.00 | 0.03 | 0.19 | 0.80 | 0.39 | 266 | 0.28
Rhodobacteraceae 3.71 1.75 | 3.66 | 0.00 | 252 | 9.04 | 3.79 | 3.25 | 3.18
Rhodobium 218 | 0.90 | 0.29 | 0.00 | 0.23 | 1.02 | 052 | 042 | 1.62
Crenothrix 1.51 0.00 |19.84 | 0.00 | 1.21 | 1276 | 1.65 | 0.67 | 1.65
Pleurocapsa 168 | 198 | 0.33 | 0.00 | 0.14 | 3.04 | 230 | 0.25 | 2.68
Ruegeria 072 | 205 | 014 | 023 | 0.14 | 1.05 | 278 | 1.58 | 1.08
Massilia 0.00 | 392 | 0.00 | 0.00 | 0.05 | 0.02 | 0.00 | 0.58 | 0.00
Bartonella 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 15.34
Leptolyngbya 180 | 0.50 | 0.14 | 0.00 | 0.14 | 483 | 3.50 | 0.58 | 3.36
Burkholderia 0.00 | 045 | 319 | 0.30 | 0.05 | 0.00 | 0.13 | 6.99 | 0.00
Endozoicomonas 0.47 | 42,92 | 58.33 | 92.70 | 83.52 | 0.07 | 45.21 | 14.65 | 0.47
Nitrosococcus 256 | 0.22 | 0.67 | 0.03 | 0.23 | 0.67 | 0.16 | 0.58 | 1.06
Anabaena 2.00 | 0.09 | 0.00 | 0.00 | 0.00 | 0.50 | 0.19 | 0.00 | 5.39
Calothrix 0.06 | 0.30 | 1.38 | 0.00 | 0.70 | 5.78 | 0.13 | 0.00 | 0.24
Scherffelia 1.97 | 0.67 | 0.00 | 0.07 | 0.00 | 0.20 | 0.94 | 1515 | 1.06
Cystobacterineae 0.28 | 0.00 | 0.00 | 1.58 | 0.51 | 0.12 | 0.55 | 2.83 | 0.59
Acinetobacter 0.04 | 9.07 | 0.00 | 0.03 | 1.03 | 0.00 | 0.00 | 0.00 | 0.02
Phyllobacteriaceae 0.72 | 123 | 0.33 | 0.00 | 0.00 | 0.87 | 1.23 | 0.92 | 2.92
Chroococcidiopsis 363 | 024 | 0.05 | 0.00 | 0.00 | 252 | 3.85 | 15.40 | 3.20
Wenxinia 0.09 | 086 | 0.05 | 0.00 | 0.56 | 2.14 | 1.88 | 1.08 | 0.64
Oscillatoria 16.20 | 0.00 | 0.10 | 0.00 | 168 | 259 | 019 | 058 | 5.72
Rhodospirillaceae 960 | 1.85 | 0.00 | 0.00 | 0.05 | 1.54 | 0.71 0.00 | 9.22
Ralstonia 0.00 | 0.13 | 0.10 | 0.23 | 0.00 | 0.00 | 0.03 | 6.16 | 0.05
Rivularia 0.38 | 1281 | 0.38 | 0.00 | 140 | 830 | 1.29 | 0.17 | 1.25
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Supplementary Table S10 | Assignments of OTUs with at least a two percent relative

abundance to genus or next lowest taxonomical unit and their respective relative abundance

in each coral sample after one year of transplantation from S. nigricans’ territories.

Coral Sample

Taxa 1 2 3 4 5 6 7 8 9 10
Rivularia 4.41 0.15 | 0.30 | 0.29 | 0.90 | 0.27 | 0.50 | 0.00 | 0.85 | 1.53
Rhodobacteraceae | 10.62 | 1250 | 3.62 | 885 | 7.60 | 3.43 | 454 | 0.03 | 541 | 14.83
Mycoplasma 349 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.10
Microcoleus 049 | 234 | 0.00 | 1.89 | 0.31 044 | 0.79 | 0.03 | 0.07 | 0.10
Chroococcidiopsis 3.10 | 3.50 115 | 489 | 269 | 262 | 468 | 0.17 | 3.21 3.92
Anabaena 158 | 0.83 | 293 | 268 | 0.55 | 1.62 | 1.76 | 0.07 | 0.68 | 3.56
Pellia 0.22 | 0.00 | 0.00 | 1.51 0.23 | 010 | 6.38 | 0.14 | 0.00 | 0.00
Pseudovibrio 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.00 | 0.06 | 7.62 | 0.00
Ruegeria 158 | 0.56 | 12.20 | 0.84 | 222 | 0.34 | 0.76 | 0.00 | 4.31 0.80
Crenothrix 855 | 1260 | 0.36 | 5.13 | 13.84 | 3.06 | 1.08 | 0.03 | 1.71 | 15.23
Rhodobium 0.71 095 | 0.16 | 1.28 | 0.31 0.56 | 1.05 | 0.00 | 2.28 | 0.40
Nannocystineae 550 | 7.20 | 3.06 | 489 | 433 | 216 | 255 | 0.03 | 4.27 | 519
Pleurocapsa 1.74 | 341 | 092 | 242 | 094 | 093 | 1.87 | 0.01 | 256 | 0.93
Calothrix 1155 | 2.07 | 1845 | 213 | 1.52 | 0.07 | 094 | 0.04 | 285 | 14.83
Oscillatoria 534 | 1968 | 0.13 | 17.68 | 1.72 | 8.06 | 243 | 0.04 | 0.71 6.05
Phyllobacteriaceae | 2.56 | 1.31 1.28 | 0.84 | 172 | 118 | 1.00 | 0.07 | 1.89 | 0.70
Scherffelia 359 | 034 | 243 | 425 | 460 | 2.28 | 14.81 | 0.11 3.03 | 1.63
Leptolyngbya 153 | 1.36 | 1.84 | 2.74 | 1.01 0.88 | 1.73 | 0.01 1.07 | 1.03
Balneatrix 724 | 3.09 | 293 | 3.20 | 2.81 159 | 1.70 | 0.01 7.51 2.86
Endozoicomonas 0.00 | 051 | 23.72| 0.17 | 1.48 | 0.00 | 0.00 | 96.25 | 17.09 | 0.00
Nitratireductor 0.00 | 0.00 | 1.28 | 0.03 | 0.04 | 0.00 | 0.09 | 0.00 | 6.02 | 0.00
Pedinomonas 120 | 0.02 | 145 | 213 | 2047 | 2954 | 3.83 | 0.00 | 3.60 | 2.26
Coleochaete 0.71 0.00 | 0.07 | 510 | 13.96 | 24.74 | 23.62 | 0.10 | 0.00 | 0.33
Rhodospirillaceae 163 | 484 | 0.69 | 3.26 | 1.72 | 1.27 | 392 | 0.06 | 1.89 | 1.99
Comamonadaceae | 1.91 3.21 082 | 312 | 0.70 | 1.25 | 0.82 | 0.01 0.57 | 1.10
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