
Sample AG1 AK1 AK2 AR1 AK6 AK7 AR6 W_May W_Jun
Taxa Class Family                                 N 43 21 21 28 35 33 28 79 (90) 76 (78)
Actinobacteria Actinobacteria Microbacteriaceae _ _ _ _ _ _ _ 5.06 2.63

Micrococcaceae 11.63 _ _ _ _ _ _ _ _
Unclass. Actinomycetales _ _ _ _ _ 3.03 _ _ _

Bacteroidetes Flavobacteria Cryomorphaceae _ _ _ _ _ _ _ 3.80 2.63
Flavobacteriaceae _ _ _ _ _ _ _ 2.53 10.53
unclassified _ _ _ _ _ _ _ _ 1.32

Sphingobacteria Chitinophagaceae _ _ _ _ _ _ _ 2.53 1.32
Rhodothermaceae _ _ _ _ _ _ _ 2.53 _
Unclass. Sphingobacteria _ _ _ _ _ _ _ _ 2.63

Cyanobacteria Synechococcus 4.65 _ _ _ _ _ _ 7.59 10.53
Unclass. Cyanobacteria _ _ _ _ _ _ _ 1.27 1.32

Planctomycetes Planctomycetacia Planctomycetaceae _ _ _ _ _ _ _ 2.53 _
Proteobacteria Alphaproteobacteria OCS116 _ _ _ _ _ _ _ _ 3.95

Brucellaceae _ _ _ _ _ _ 3.57 _ _
Hyphomicrobiaceae _ _ 9.52 _ _ _ _ _ _
Phyllobacteriaceae _ _ _ _ _ 3.03 _ _ _
Unclass. Rhizobiales _ _ 4.76 _ _ _ _ _ _
Rhodobacteraceae _ 57.14 52.38 46.43 34.29 36.36 17.86 12.66 2.63
SAR116 _ _ _ _ _ _ _ _ 11.84
SAR11 _ _ _ _ _ _ _ 1.27 14.47
Sphingomonadaceae _ _ _ _ _ _ _ 1.27 _
Unclass. Sphingomonadales _ 4.76 _ _ 2.86 _ _ _ 1.32
Unclass. Alphaproteobacteria _ _ _ _ _ _ 3.57 3.80 1.32

Betaproteobacteria Alcaligenaceae 13.95 _ _ _ _ _ _ _ _
Burkholderiaceae 34.88 4.76 _ _ _ 12.12 3.57 _ _
Comamonadaceae _ 4.76 4.76 _ _ _ _ _ _
Unclass. Burkholderiales 6.98 _ _ _ _ _ _ _ _
Unclass. Betaproteobacteria _ 4.76 9.52 7.14 _ 6.06 3.57 _ _

Deltaproteobacteria _ _ _ _ _ _ _ _ 1.32
Gammaproteobacteria Alteromonadaceae _ 9.52 4.76 10.71 14.29 _ 10.71 1.27 9.21

Idiomarinaceae _ _ _ _ _ _ _ _ 1.32
Pseudoalteromonadaceae _ _ _ 7.14 5.71 9.09 3.57 _ _
Unclass. Alteromonadales _ _ _ _ _ _ _ _ _

S1 Table. Composition of 16S rRNA gene clone libraries (% of clones) from samples of jellyfish exumbrella (AK), oral arms (AR), and mucus from gastral cavity (AG) and 
seawater samples (W) at 5m depth collected on May and June 2011 in the Gulf of Trieste. Classification of bacterial clones was done down to the family level. The contribution 
of distinct bacterial taxa is expressed as a percentage of the total number of sequences in each sample. N is the total number of bacterial clones in the library. Numbers (N) in light 
grey are the total number of sequences recovered from clone library, including sequences affiliated with Chloroplast  (%; presented at the bottom of table).

 Aurelia Jellyfish Seawater
May June



Litoricolaceae _ _ _ _ _ _ _ 2.53 2.63
SAR86 _ _ _ _ _ _ _ _ 2.63
Moraxellaceae _ _ _ 3.57 2.86 3.03 _ _ _
Pseudomonadaceae 23.26 _ _ _ _ 6.06 3.57 _ _
Piscirickettsiaceae _ _ _ _ _ _ _ _ 1.32
Vibrionaceae _ _ 4.76 14.29 14.29 6.06 17.86 _ _
Xanthomonadaceae 2.33 4.76 9.52 _ _ _ 3.57 _ _
Unclass. Gammaproteobacteria _ _ _ _ 2.86 3.03 7.14 _ _

Unclass. Proteobacteria _ _ _ _ 5.71 _ 10.71 _ 2.63
Verrucomicrobia Opitutae Puniceicoccaceae _ _ _ _ _ _ _ 1.27 1.32
Unclass. Bacteria 2.33 9.52 _ 10.71 17.14 12.12 10.71 48.10 9.21

Total 100 100 100 100 100 100 100 100 100
Chloroplast (%) _ _ _ _ _ _ _ 12.22 2.56


