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Table S3. SourceTracker prediction proportion variation (indicated by mean, SD and RSD) between runs of eight artificial configurations (refer to Fig. 2). 
Table S4. Location of 12 HK sediment samples, 9 PRE and SCS sediments.
Table S7. Sequence information of ARGs of relative high correlation (R2  0.5) with overall abundance profiles.



















Table S2. SourceTracker prediction proportion variation (indicated by mean, SD and RSD) between runs in leave-one-out cross validation by 656 samples (refer to Fig. 1D).
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Table S3. SourceTracker prediction proportion variation (indicated by mean, SD and RSD) between runs of eight artificial configurations (refer to Fig. 2). 
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[image: ] Table S4. Location of 12 HK sediment samples, 9 PRE and SCS sediments.


























[image: ]Table S7. Sequence information of ARGs of relative high correlation (R2  0.5) with overall abundance profiles.
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Area Sample ID Longitude Latitude

A8 113.68 22.71
B2 113.72 22.44
E208 116.50 22.49
E106 116.73 20.24
PRE and SCS E201 119.33 19.69
E403 120.00 20.38
E406 119.74 18.74
E109 114.51 18.03
E414A 117.97 19.01
HKSD-3 113.59 22.29
HKSD-10 113.53 22.23
HKSD-34 114.02 22.09
HKSD-45 114.03 22.16
HKSD-53 114.09 22.17
Hong Kong HKSD-54 114.11 22.18
HKSD-68 114.23 22.09
HKSD-75 114.15 22.13
HKSD-90 114.17 22.20
HKSD-104  114.13 22.26
HKSD-107  114.19 22.29

HKSD-118 114.21 22.33
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Seq_ID R2 subtype type

ZP_02684554 5.20E-01  acrB multidrug
CP000034.1.genel340.p01 5.18E-01 cob(l)alamin adenolsyltransferase unclassified
AAZ85968 5.18E-01 class C beta-lactamase beta-lactam
NC_002695.1.916015.p01 5.17E-01 mexX multidrug
CP000034.1.gene457.p01 5.17€-01 acrB multidrug
B7NAS9 5.16E-01 mdtG multidrug
YP_002414662 5.16E-01 mdtF multidrug
ZP_03048355 5.16E-01 TolC multidrug
NP_290094 5.13E-01 mdtF multidrug
YP_312012 5.12E-01  bacA bacitracin
ZP_02901439 5.11E-01  mdtF multidrug
ZP_02346647 5.08E-01  acrB multidrug
ZP_03030905 5.08E-01 kasugamycin resistance protein ksgA  kasugamycin
YP_309461 5.08E-01  acrA multidrug
A1A9U9 5.06E-01 mdtG multidrug
YP_405598 5.06E-01 mdtL multidrug
ZP_03222019 5.06E-01  acrB multidrug
YP_403489 5.06E-01  mdtK multidrug
BAB59035 5.05E-01  tet34 tetracycline
YP_002409908 5.05E-01 mdtF multidrug
YP_001462039 5.05E-01 mdfA multidrug
YP_002401592 5.04E-01 acrA multidrug
YP_691296 5.04E-01  mdtF multidrug
ZP_03064983 5.03E-01  acrA multidrug
BAB37346 5.02E-01  TolC multidrug
YP_002383661 5.02E-01 acrB multidrug
ZP_03063399 5.01E-01  mdtL multidrug
YP_002382152 5.01E-01 multidrug_transporter multidrug

ACB18310 5.01E-01  mdtF multidrug
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