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Additional file 3. MAG collection, estimates of completion and redundancy calculated based on the occurrence of Single-copy Core Genes (SCG), number of contigs, total bin length, and taxonomic affiliation from TAG (above) and Rainbow (below) determined by the  Genome Taxonomy Database (GTDB). (XLSX 49 kb)
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Name % completion [% redundancy |number of contigs [total length|classification

RB_MAG_00001 98.59 0 195 2287451 d__ Bacteria;p__Bacteroidota;c__ Bacteroidia;o__Flavobacteriales;f __Flavobacteriaceae;g_ LPB0138;s
RB_MAG_00002 97.18 0 73 1692263 d__Bacteria;p__Campylobacterota;c__Campylobacteria;o___Campylobacterales;f _Sulfurovaceae;g_Nitratifractor;s__
RB_MAG_00003 97.18 2.82 181 2850013 d__ Bacteria;p__Bacteroidota;c__Ignavibacteria;o__lgnavibacteriales;f _Melioribacteraceae;g_ 1-14-2-50-31-20;s___
RB_MAG_00004 |94.37 1.41 230 3591863 d__Bacteria;p__Desulfobacterota;c__Desulfobulbia;o__Desulfobulbales;f Desulfocapsaceae;g Desulforhopalus;s
RB_MAG_00005 97.18 4.23 163 3532123 d__ Bacteria;p__Bacteroidota;c__Bacteroidia;o__Bacteroidales;f ;g ;s

RB_MAG_00006 [92.96 0 328 3829142 d__ Bacteria;p__Bacteroidota;c__ Bacteroidia;o__ Chitinophagales;f__Saprospiraceae;g_ ;s

RB_MAG_00007 94.37 2.82 335 2876824 d__ Bacteria;p__Bacteroidota;c__ Bacteroidia;o__Flavobacteriales;f UBA10066;g ;s

RB_MAG_00008 [92.96 2.82 162 1853475 d__Bacteria;p__Proteobacteria;c__Zetaproteobacteria;o__Mariprofundales;f __Mariprofundaceae;g_ Ghiorsea;s
RB_MAG_00009 92.96 2.82 214 2497075 d__Bacteria;p__Verrucomicrobiota;c__Kiritimatiellae;o_ UBA8416;f ;g ;s

RB_MAG_00010 (88.73 1.41 269 1902201 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g_ ;s

RB_MAG_00011 94.37 7.04 148 1980870 d__ Bacteria;p__Campylobacterota;c__Campylobacteria;o__Campylobacterales;f _Sulfurimonadaceae;g_ ;s
RB_MAG_00012 91.55 5.63 75 2807279 d__Bacteria;p__Bacteroidota;c__ Bacteroidia;o__Bacteroidales;f UBA3824;g ;s

RB_MAG_00013 84.51 2.82 47 618108 d__ Bacteria;p__Patescibacteria;c__Paceibacteria;o_ UBA9983 A;f UBA1006;g UBA1006;s

RB_MAG_00014 (87.32 5.63 524 2669979 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o _Rhodobacterales;f Rhodobacteraceae;g Marinosulfonomonas;s__
RB_MAG_00015 80.28 0 188 1686342 d__Bacteria;p__Campylobacterota;c__Campylobacteria;o__Campylobacterales;f _Sulfurovaceae;g ;s
RB_MAG_00016 [83.1 2.82 383 2620804 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o Rhodobacterales;f Rhodobacteraceae;g Marinosulfonomonas;s__
RB_MAG_00017 78.87 0 154 978606 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o_ BD1-5;f UBA6164;g UBA6489;s

RB_MAG_00018 [83.1 4.23 403 2787078 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o_Rhodobacterales;f Rhodobacteraceae;g ;s
RB_MAG_00019 76.06 0 54 884939 d__ Bacteria;p__Patescibacteria;c__Gracilibacteria;o_ GCA-2401425;f ;g s

RB_MAG_00020 74.65 1.41 128 903611 d__Bacteria;p__ Patescibacteria;c__Gracilibacteria;o_ UBA4473;f UBA4473;8 ;s

RB_MAG_00021 74.65 2.82 134 2453758 d__Bacteria;p__Desulfobacterota;c__Desulfobulbia;o__Desulfobulbales;f Desulfocapsaceae;g_ Desulfocapsa;s
RB_MAG_00022 71.83 1.41 22 624325 d__Bacteria;p__Patescibacteria;c__Paceibacteria;o_ UBA9983 A;f GCA-2747955;8 ;s

RB_MAG_00024 66.2 0 65 425625 d__Bacteria;p__Patescibacteria;c__Paceibacteria;o_ UBA9983 A;f UBA1006;g UBA1006;s

RB_MAG_00025 70.42 5.63 309 1526674 d__ Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Thiotrichales;f _Thiotrichaceae;g_ ;s
RB_MAG_00026 63.38 0 412 1485315 d__ Bacteria;p__Myxococcota;c__Bradimonadia;o__Bradymonadales;f ;g ;s

RB_MAG_00027 64.79 2.82 114 640890 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o_ BD1-5;f UBA6164;g ;s

RB_MAG_00028 54.93 2.82 275 2568175 d__Bacteria;p__Bacteroidota;c__ Bacteroidia;o__Bacteroidales;f UBA3824;g ;s

RB_MAG_00029 46.48 0 280 2059101 d__Bacteria;p__Planctomycetota;c_ SZUA-567;0_ SZUA-567;f ;g ;s

TAG_MAG_00001 (100 4.23 203 3078853 d__ Bacteria;p__Bacteroidota;c__Ignavibacteria;o__lgnavibacteriales;f _Melioribacteraceae;g_ 1-14-2-50-31-20;s__
TAG_MAG_00002 (92.96 0 200 1454508 d__Bacteria;p__Campylobacterota;c__Campylobacteria;o__Campylobacterales;f _Sulfurovaceae;g_Nitratifractor;s__
TAG_MAG_00003 (91.55 0 203 2239806 d__ Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o Xanthomonadales;f _Marinicellaceae;g__ ;s
TAG_MAG_00004 (94.37 2.82 113 2753715 d__Bacteria;p__Bacteroidota;c__ Bacteroidia;o__Bacteroidales;f UBA3824;g ;s

TAG_MAG_00005 (91.55 1.41 332 2636589 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o Rhodobacterales;f Rhodobacteraceae;g  Marinosulfonomonas;s
TAG_MAG_00006 (95.77 5.63 220 3156654 d__Bacteria;p__Desulfobacterota;c__Desulfobulbia;o__Desulfobulbales;f Desulfocapsaceae;g_ Desulfocapsa;s__
TAG_MAG_00007 (88.73 0 71 1201735 d__Bacteria;p__Patescibacteria;c__Paceibacteria_A;o__Moranbacterales;f GCA-2747515;g ;s

TAG_MAG_00008 (87.32 0 222 3066709 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o_Rhodobacterales;f Rhodobacteraceae;g ;s
TAG_MAG_00009 (90.14 2.82 191 2717585 d__ Bacteria;p__Deinococcota;c__Deinococci;o__Deinococcales;f _Trueperaceae;g_ ;s

TAG_MAG_00010 (84.51 0 339 3037540 d__ Bacteria;p__Bacteroidota;c__ Bacteroidia;o__ Chitinophagales;f__Saprospiraceae;g_ ;s

TAG_MAG_00011 (85.92 1.41 309 2210069 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f __Flavobacteriaceae;g_ ;s

TAG_MAG_00012 (87.32 2.82 256 1807310 d__Bacteria;p__Bacteroidota;c__ Bacteroidia;o__Flavobacteriales;f __Flavobacteriaceae;g_ LPB0138;s
TAG_MAG_00013 (90.14 7.04 311 2630970 d__Bacteria;p__Bacteroidota;c__ Bacteroidia;o__Bacteroidales;f UBA3824;g ;s

TAG_MAG_00014 (94.37 2.82 204 1625457 d__Bacteria;p__Proteobacteria;c__Zetaproteobacteria;o__Mariprofundales;f __Mariprofundaceae;g_ Ghiorsea;s
TAG_MAG_00015 (81.69 1.41 320 2139890 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o Rhodobacterales;f Rhodobacteraceae;g  Marinosulfonomonas;s
TAG_MAG_00016 (81.69 1.41 223 2695452 d__Bacteria;p__Bacteroidota;c__ Bacteroidia;o__Flavobacteriales;f UBA10066;g ;s

TAG_MAG_00017 (77.46 1.41 322 2228076 d__ Bacteria;p__Bacteroidota;c__Bacteroidia;o__Chitinophagales;f__Saprospiraceae;g_ ;s

TAG_MAG_00018 (74.65 0 124 841694 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o_ GCA-2401425;f ;g ;s

TAG_MAG_00019 (71.83 0 396 1614305 d__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o _Thiotrichales;f _Thiotrichaceae;g_ ;s
TAG_MAG_00020 (66.2 1.41 53 775413 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o_ GCA-2401425;f ;g ;s

TAG_MAG_00021 (61.97 0 139 1781918 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f _Flavobacteriaceae;g__;s
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RB_MAG_00001 98.59 0 195 2287451 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g__LPB0138;s__

RB_MAG_00002 97.18 0 73 1692263 d__Bacteria;p__Campylobacterota;c__Campylobacteria;o__Campylobacterales;f__Sulfurovaceae;g__Nitratifractor;s__

RB_MAG_00003 97.18 2.82 181 2850013 d__Bacteria;p__Bacteroidota;c__Ignavibacteria;o__Ignavibacteriales;f__Melioribacteraceae;g__1-14-2-50-31-20;s__

RB_MAG_00004 94.37 1.41 230 3591863 d__Bacteria;p__Desulfobacterota;c__Desulfobulbia;o__Desulfobulbales;f__Desulfocapsaceae;g__Desulforhopalus;s__

RB_MAG_00005 97.18 4.23 163 3532123 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Bacteroidales;f__;g__;s__

RB_MAG_00006 92.96 0 328 3829142 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Chitinophagales;f__Saprospiraceae;g__;s__

RB_MAG_00007 94.37 2.82 335 2876824 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f__UBA10066;g__;s__

RB_MAG_00008 92.96 2.82 162 1853475 d__Bacteria;p__Proteobacteria;c__Zetaproteobacteria;o__Mariprofundales;f__Mariprofundaceae;g__Ghiorsea;s__

RB_MAG_00009 92.96 2.82 214 2497075 d__Bacteria;p__Verrucomicrobiota;c__Kiritimatiellae;o__UBA8416;f__;g__;s__

RB_MAG_00010 88.73 1.41 269 1902201 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g__;s__

RB_MAG_00011 94.37 7.04 148 1980870 d__Bacteria;p__Campylobacterota;c__Campylobacteria;o__Campylobacterales;f__Sulfurimonadaceae;g__;s__

RB_MAG_00012 91.55 5.63 75 2807279 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Bacteroidales;f__UBA3824;g__;s__

RB_MAG_00013 84.51 2.82 47 618108 d__Bacteria;p__Patescibacteria;c__Paceibacteria;o__UBA9983_A;f__UBA1006;g__UBA1006;s__

RB_MAG_00014 87.32 5.63 524 2669979 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobacteraceae;g__Marinosulfonomonas;s__

RB_MAG_00015 80.28 0 188 1686342 d__Bacteria;p__Campylobacterota;c__Campylobacteria;o__Campylobacterales;f__Sulfurovaceae;g__;s__

RB_MAG_00016 83.1 2.82 383 2620804 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobacteraceae;g__Marinosulfonomonas;s__

RB_MAG_00017 78.87 0 154 978606 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o__BD1-5;f__UBA6164;g__UBA6489;s__

RB_MAG_00018 83.1 4.23 403 2787078 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobacteraceae;g__;s__

RB_MAG_00019 76.06 0 54 884939 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o__GCA-2401425;f__;g__;s__

RB_MAG_00020 74.65 1.41 128 903611 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o__UBA4473;f__UBA4473;g__;s__

RB_MAG_00021 74.65 2.82 134 2453758 d__Bacteria;p__Desulfobacterota;c__Desulfobulbia;o__Desulfobulbales;f__Desulfocapsaceae;g__Desulfocapsa;s__

RB_MAG_00022 71.83 1.41 22 624325 d__Bacteria;p__Patescibacteria;c__Paceibacteria;o__UBA9983_A;f__GCA-2747955;g__;s__

RB_MAG_00024 66.2 0 65 425625 d__Bacteria;p__Patescibacteria;c__Paceibacteria;o__UBA9983_A;f__UBA1006;g__UBA1006;s__

RB_MAG_00025 70.42 5.63 309 1526674 d__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Thiotrichales;f__Thiotrichaceae;g__;s__

RB_MAG_00026 63.38 0 412 1485315 d__Bacteria;p__Myxococcota;c__Bradimonadia;o__Bradymonadales;f__;g__;s__

RB_MAG_00027 64.79 2.82 114 640890 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o__BD1-5;f__UBA6164;g__;s__

RB_MAG_00028 54.93 2.82 275 2568175 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Bacteroidales;f__UBA3824;g__;s__

RB_MAG_00029 46.48 0 280 2059101 d__Bacteria;p__Planctomycetota;c__SZUA-567;o__SZUA-567;f__;g__;s__

TAG_MAG_00001 100 4.23 203 3078853 d__Bacteria;p__Bacteroidota;c__Ignavibacteria;o__Ignavibacteriales;f__Melioribacteraceae;g__1-14-2-50-31-20;s__

TAG_MAG_00002 92.96 0 200 1454508 d__Bacteria;p__Campylobacterota;c__Campylobacteria;o__Campylobacterales;f__Sulfurovaceae;g__Nitratifractor;s__

TAG_MAG_00003 91.55 0 203 2239806 d__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Xanthomonadales;f__Marinicellaceae;g__;s__

TAG_MAG_00004 94.37 2.82 113 2753715 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Bacteroidales;f__UBA3824;g__;s__

TAG_MAG_00005 91.55 1.41 332 2636589 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobacteraceae;g__Marinosulfonomonas;s__

TAG_MAG_00006 95.77 5.63 220 3156654 d__Bacteria;p__Desulfobacterota;c__Desulfobulbia;o__Desulfobulbales;f__Desulfocapsaceae;g__Desulfocapsa;s__

TAG_MAG_00007 88.73 0 71 1201735 d__Bacteria;p__Patescibacteria;c__Paceibacteria_A;o__Moranbacterales;f__GCA-2747515;g__;s__

TAG_MAG_00008 87.32 0 222 3066709 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobacteraceae;g__;s__

TAG_MAG_00009 90.14 2.82 191 2717585 d__Bacteria;p__Deinococcota;c__Deinococci;o__Deinococcales;f__Trueperaceae;g__;s__

TAG_MAG_00010 84.51 0 339 3037540 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Chitinophagales;f__Saprospiraceae;g__;s__

TAG_MAG_00011 85.92 1.41 309 2210069 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g__;s__

TAG_MAG_00012 87.32 2.82 256 1807310 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g__LPB0138;s__

TAG_MAG_00013 90.14 7.04 311 2630970 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Bacteroidales;f__UBA3824;g__;s__

TAG_MAG_00014 94.37 2.82 204 1625457 d__Bacteria;p__Proteobacteria;c__Zetaproteobacteria;o__Mariprofundales;f__Mariprofundaceae;g__Ghiorsea;s__

TAG_MAG_00015 81.69 1.41 320 2139890 d__Bacteria;p__Proteobacteria;c__Alphaproteobacteria;o__Rhodobacterales;f__Rhodobacteraceae;g__Marinosulfonomonas;s__

TAG_MAG_00016 81.69 1.41 223 2695452 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f__UBA10066;g__;s__

TAG_MAG_00017 77.46 1.41 322 2228076 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Chitinophagales;f__Saprospiraceae;g__;s__

TAG_MAG_00018 74.65 0 124 841694 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o__GCA-2401425;f__;g__;s__

TAG_MAG_00019 71.83 0 396 1614305 d__Bacteria;p__Proteobacteria;c__Gammaproteobacteria;o__Thiotrichales;f__Thiotrichaceae;g__;s__

TAG_MAG_00020 66.2 1.41 53 775413 d__Bacteria;p__Patescibacteria;c__Gracilibacteria;o__GCA-2401425;f__;g__;s__

TAG_MAG_00021 61.97 0 139 1781918 d__Bacteria;p__Bacteroidota;c__Bacteroidia;o__Flavobacteriales;f__Flavobacteriaceae;g__;s__


