Table S1. PhyloPythia classification results for recovered antibiotic resistant
metagenomic clones.

Clone ID Domain Phylum Class

kan1 Bacteria Proteobacteria Alphaproteobacteria
kan2 Bacteria Actinobacteria

kan3 Bacteria Proteobacteria Alphaproteobacteria
kan4 Bacteria

gent1 Bacteria Proteobacteria Alphaproteobacteria
chlor1 Bacteria Proteobacteria Gammaproteobacteria
chlor2 Bacteria Proteobacteria

chlor3 Bacteria Proteobacteria Betaproteobacteria
rif1 Bacteria Firmicutes

rif2 Bacteria Proteobacteria

rif3 Archaea

rif4 Bacteria

rif5 Bacteria

rifé Bacteria Proteobacteria Gammaproteobacteria
rif7 Bacteria Actinobacteria Actinobacteria

tri1 Bacteria Proteobacteria Betaproteobacteria
tri2 Bacteria

tri3 Bacteria Proteobacteria

tri4 Bacteria Actinobacteria

tris Bacteria

tri6 Bacteria

tri7 Bacteria Proteobacteria Alphaproteobacteria
tri8 Bacteria Actinobacteria Actinobacteria

tri9 Bacteria Actinobacteria Actinobacteria

tri10 Bacteria Proteobacteria Betaproteobacteria
tri11 Bacteria Actinobacteria Actinobacteria

tri12 Bacteria Proteobacteria Betaproteobacteria
tri13 Bacteria

tri14 Bacteria Proteobacteria

tri15 Bacteria Actinobacteria Actinobacteria

tri16 Bacteria Proteobacteria

tri17 Bacteria

tri18 Bacteria Proteobacteria Betaproteobacteria
tri19 Bacteria Proteobacteria Alphaproteobacteria
tri20 Bacteria Proteobacteria Betaproteobacteria
tet1 Bacteria Actinobacteria

tet2 Bacteria Firmicutes Bacilli

tet3 Bacteria Proteobacteria

tet4 Bacteria
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1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1 1
kan3_aac RGDRVGVRLRGNLTEVRQATEDDVELLVAWHADPDVARYWDGET FTPDDMRARLARLDVDAYVVEAEGRPVGY LQAWR- - - - - -~ - - - EGDAGGLDMF
kan4_aac - GHRVGLRLRGSLTEVRRATEDD I ELHYVAWHADPDVARYWDGET FTPDDMRARLARLDVDAYVVEAKGRPVGY LQAWR- - - - - - - - - - EGDAGGLDMF
kan1_aac ----- MP SERRHQY SFRPVTEQDLPMEASWLAEPHVAAWWNDSEVELADIRGHIDSISVEPLIVEFSGRPIAYLQSYDPHLEDGHPYQDQPFGTLGID
kan2_aac ------ MELRGERVVLRRLAEADVPRIAE I AAEREVVRWWGEQSAEDLGRKARGEEPDETFFTIVVEGELAGLIQYYEED------ EPDFRHAGIDVF
gent! @ac - -----ceecieeaeaaaaaan MDA LEAMFGAAFEDVDTYGKARPGAAYMKSLLGSDYFIALVAMKDNA IVGGLAAYELR--- - - - KFEQERSEIYIY
100 110 120 130 140 150 160 170 180
1 1 1 1 1 1 1 1 1 1 1 1 1 1
kan3_aac LIP---EARGRGLGPDAARALATALRDQ-GWTRITVDPYLWNEP IEAWKRA FEPVARR---- SADDEHTADWLLMELT- - - - -
kan4_aac LIP---EARGRGLGPDAARALATALRDE-GWTRITVDPYLWNERAYVEAWKRAGFEPVERR---- SADDEHTADWLLMELA---- -
kan1_aac | SIGDAELVGIGHGSSIVRQFTDQLFAE-GAPRV I IDPDPANGRAIRAYEKAGFKPLGER----TSEYGHVILMARDAEEGEDCG
kan2_aac LSAG--- FQGRGVGADAVRTVARHLLIDDLGHHRLT IDPAADNAYAIRCYEKVGFRPVGVMRKYWRDPDGVWRDGLLLDLLAKELT
gentl_aac DLAVAAAHRREGIATALIEGLKKIAADR-GTYVIYVQADVGDSPIIALY SKLGAR---------------- EDVILHFDI IVG- - -
B
kanl_aac kan2_aac kan3_aac kand4_aac | gentl_aac

kanl_aac -

kan2_aac 27% -

kan3_aac 26% 31% -

kan4_aac 27% 30% 92% -

gentl_aac 12% 14% 16% 14% -
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tri2 DHFR HPFKA I AAMSENRVIGRGNS IPWHLPEDFKWEKKMETG- - - - - - - NTVV
tri16_DHFR KHFKA | AAMAENRV IGNGKA IPWHLPEDFKWFKRMET G- - - - - - - QVVYV
tri1_DHFR MR I SLVVAFDRERAIGVDNRLPWHLPDDLKRFKALTILG----- - - KP 1L
tri7 DHFR | LTLGPVARDREGVIGKDGTLPWRLSDDLKRFKALTLG--- - - - - KPVI
tri19_DHFR LMIVVAVAQN- - GVIGRDNQLLWRLKTDLRRFKDLTWG- - - - - - - KPM I
tri3 DHFR M1 LSAIVAV SDNDVMAKDGK IPWFVRGEQL I FKRLETG---- - - - PP I I
tri12 DHFR  MVTM I AAVAENNALGKDNKLLWHLPDDFKRFKKLETG---- - - - HH I I
tri177_DHFR M1V SFIVAV SDNNAIGRKNT LPWHLPEDLKFFKRTEIG---- - - - KPV I
tri10_ DHFR SR I SLIVAMAKNRVIGAGNK IPWHLPSELKLFKSLTMG- - - - - - - HH IV
Ecoli DHFR M1 SLIAALAVDRVIGMENAMPWNLPADLAWFKRNTILN- - - - - - - KPV I
tri13 DHFR MRLS 1 I VAMDRNRV IGRGGALPWRLSADLQRFKALTMG- - - - - - - HHLM
tri4 DHFR MKVTLVAAVARGGV IGRGNT IPWR IPEDMARFRVLETG- - - - - - - HPVV
tri9_DHFR IGLVWAQAANGVIGRDGTLPWQLPEDLARFKALFTG- - - - - - - ATVV
tri8 DHFR RRIVLVAAVADNGV IGDGPNIPWHVPGEQAGFKQLEMG- - - - - - - RVLL
tri15_ DHFR RRVV LVAAVARNRVIGDGPDIPWALPGEQRLFKELTLG- - - - - - - HTLL
tri11. DHFR R IVLVAAVAENGVIGAAGGIPWHLPEDFKHFKATELG- - - - - - - HT LV
tri5 DHFR MT I SLIAAVARNGV IGSDGQIPWRLPGELPRFKALETG----- - - HV LV
tri1f8 DHFR GERGIMVAMSPEGV/IGLEGK IPWHYRGDLRRVKRLELG- - - - - - - TTLI
tri6_ DHFR MS 1K | | VAY GRNHE[IGlY ENGMPWHLPNELRWV SKV[ERHTTDPQRRNA IV
B
tri4_DHFR tri5_DHFR tril3_DHFR Itril4_DHFR | tril9_DHFR
trid_DHFR -
tri5_DHFR 44% -
tri13_DHFR 39% 38% -
tril4_DHFR 7% 9% 9% -
tril9_DHFR 42% 41% 40% 7% -
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