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	Group 1
	Group 2
	Sample size
	Permutations
	pseudo-F
	p-value
	q-value

	College Campus: Non-Residential
	College Campus: Residential
	282
	999
	15.91
	0.001
	0.001

	College Campus: Non-Residential
	WWTP: Encina
	201
	999
	62.57
	0.001
	0.001

	College Campus: Non-Residential
	WWTP: Point Loma
	275
	999
	110.02
	0.001
	0.001

	College Campus: Residential
	WWTP: Encina
	293
	999
	74.70
	0.001
	0.001

	College Campus: Residential
	WWTP: Point Loma
	367
	999
	133.55
	0.001
	0.001

	WWTP: Encina
	WWTP: Point Loma
	286
	999
	41.79
	0.001
	0.001


Supplementary Table 1
PERMANOVA Group comparisons for unweighted unifrac distances between samples grouped by wastewater source. Near-source samples included Campus residential and non-residential sources. Wastewater treatment plant sources included the Encina and Point Loma plants.


	Group 1
	Group 2
	Sample size
	pseudo-F
	p-value

	College Campus: Non-Residential
	College Campus: Residential
	282
	17765
	7.47E-43

	College Campus: Non-Residential
	WWTP: Encina
	201
	10070
	2.20E-34

	College Campus: Non-Residential
	WWTP: Point Loma
	275
	17100
	2.56E-42

	College Campus: Residential
	WWTP: Encina
	293
	19822
	6.76E-46

	College Campus: Residential
	WWTP: Point Loma
	367
	33660
	1.26E-61

	WWTP: Encina
	WWTP: Point Loma
	286
	0
	2.79E-45


Supplementary Table 2
Mann Whitney U Test comparisons for convex hull volumes calculated per wastewater source with a leave-one-out strategy. Near-source samples included Campus residential and non-residential sources. Wastewater treatment plant sources included the Encina and Point Loma plants.
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Supplementary Table 3
Table containing information on all of the MAGs generated from long-read sequencing, including completeness, contamination, number of contigs per MAG, cumulative genome size, average depth of coverage per MAG, GC content, and classification based on GTDB-Tk. MAGs are ordered by the number of contigs they contain, from the lowest to the highest number.
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MAG _|Completeness |Contam. |# Contigs |Avg Depth |Genome Size[GC |MAG_name classification

MAG_1 100 035 1 30[  3537614] 0.4|Acinetobacter cumulans d_Bacteria;p_Proteobacteria;c_Gammaproteobacteria;o_Pseudomonadales;_Moraxellaceae;g_Acinetobacter;s_Acinetobacter cumulans
MAG_2 9339 021 1 16|  1944754] 0.27|Aliarcobacter cryaerophilus 1 d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter cryaerophilus A
MAG_3 100 0 1 11]  2017034] 0.28[Aliarcobacter cryaerophilus 2 d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter cryaerophilus A
MAG_ 4 100 0 1 33| 2063924| 0.27|Aliarcobacter cryaerophilus 3 d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter cryaerophilus A
MAG_5 100 0 1 24 2107795| 0.27|Aliarcobacter cryaerophilus 4 d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter cryaerophilus A
MAG_ 6 100[  0.33] 1 30[  2129975| 0.27|Aliarcobacter cryaerophilus 5 d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter cryaerophilus A
MAG_7 100[ 0.0 1 10| 2228083| 0.27|Aliarcobacter cryaerophilus 6 d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter cryaerophilus A
MAG 8 9365 0.02 1 16|  2665704] 0.5Aquaspirillum serpens 1 d_Bacteria;p_Proteobacteria;c_Gammaproteobacteria;o_Burkholderiales;f_Aquaspirillaceae:g_Aquaspirillum;s_Aquaspirillum serpens

MAG_9 99.96]  0.06 1 36| 2717581] 0.5|Aquaspirillum serpens 2 d_Bacteria;p_Proteobacteria;c_Gammaproteobacteria;o_Burkholderiales;f_Aquaspirillaceae:g_Aquaspirillum;s_Aquaspirillum serpens
MAG_10 99.93] 027 1 14]  2616092] 0.5|Aquaspirillum sp. (Aquaspirillaceae) 1 d_Bacteria;p_Proteobacteria;c_Gammaproteobacteria;o_Burkholderiales;f_Aquaspirillaceae;g_Aquaspirillum;s__

MAG_11 99.91]  0.09 1 20]  2618300] 0.5[Aquaspirillum sp. (Aquaspirillaceae) 2 d_Bacteria;p_Proteobacteria;c_Gammaproteobacteria;o_Burkholderiales;f_Aquaspirillaceae;g_Aquaspirillum;s__

MAG_12| 99.97] 0.7 1 16|  2908549] 0.33[Cloacibacterium caeni1 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Flavobacteriales;f_Weeksellaceae;g_Cloacibacterium;s_Cloacibacterium caeni B

MAG_13| 99.99] 0.9 1 7| 2990414] 0.33[Cloacibacterium caeni2 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Flavobacteriales;f_Weeksellaceae;g_Cloacibacterium;s_Cloacibacterium caeni B

MAG_14| 99.96] 037 1 29| 3014739] 0.33|Cloacibacterium caeni3 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Flavobacteriales;f_Weeksellaceae;g_Cloacibacterium;s_Cloacibacterium caeni B

MAG_15 99.27) 0 1 20[  3143252] 0.61|Comamonas sp. (Burkholderiaceae) d_Bacteria;p_Proteobacteria;c_Gammaproteobacteria;o_Burkholderiales;f_Burkholderiaceae;g_Comamonas;s__

MAG_16| 100 1.47] 1 14]  5958824] 0.34|Flavobacterium sp002399805 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Flavobacteriales;f_Flavobacteriaceae;g_Flavobacterium;s_Flavobacterium sp002399805

MAG_17| 98.56| 021 1 21| 2149920] 0.35[JAAYPIO1 sp012519885 1 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Paludibacteraceaeig JAAYPIOL;s_JAAYPIOL sp012519885

MAG_18| 100[  0.23] 1 8| 3654550| 0.39|Paludibacter sp. (Paludibacteraceae) 1 __|d_Bacteria;p_Bacteroidotasc_Bacteroidia;o_Bacteroidales;f_Paludibacteraceae;g_Paludibacter;s_

MAG_19| 99.99]  1.02 1 10| 3711177| 0.39|Paludibacter sp. (Paludibacteraceae)2 __|d_Bacteria;p_Bacteroidotasc_Bacteroidia;o_Bacteroidales;f_Paludibacteraceae;g_Paludibacter;s_

MAG_20 97.24] 048 1 8| 4477706| 0.34|QFOI0L sp. (Chitinophagaceae) d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Chitinophagales;f_Chitinophagaceae;g_QFOI0L;s_

MAG_21 98.67] 013 1 36| 1898270| 0.38|W0P28-013 sp. (Paludibacteraceae) 1 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Paludibacteraceae;gWOP28-013;s_

MAG_22| 99.6] 1.6 1 10|  1958389| 0.39|WOP28-013 sp. (Paludibacteraceae)2 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Paludibacteraceae;gWOP28-013;s_

MAG_23| 99.57) 0.1 1 22]  2022041| 0.39]WOP28-013sp. (Paludibacteraceae)3 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Paludibacteraceae;gWOP28-013;s_

MAG_24| 88.01] 023 2) 6| 2230304| 0.35[JAAYPIOLsp0125198852 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Paludibacteraceaeig JAAYPIOL:s_JAAYPIOL sp012519885

MAG_25 94.87] 025 2) 6| 2702289| 0.37|JAFIHKOL sp. (UBA932) d_Bacteria;p_Bacteroidotaic_Bacteroidia;o_Bacteroidales;f_UBA932:g JAFIHKOL;s_

MAG_26| 98.65| 991 2) 29| 2125426| 0.39W0P28-013sp. (Paludibacteraceae)4. d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Paludibacteraceae;gWOP28-013;s_

MAG_27| 99.59] 1.8 3 7] 3900435| 0.42|Macellibacteroides fermentans d_Bacteria;p_Bacteroidotaic_Bacteroidia;o_Bacteroidales;_Tannerellaceae;g_Macellibacteroides;s_Macellibacteroides fermentans

MAG_28| 99.99] 021 4 6|  2350737| 0.27|Aliarcobacter butzleri d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter butzleri
MAG_29)| 80.22] 034 6 6| 2245578 0.5|Aquaspirillum serpens d_Bacteria;p_Proteobacteria;c_Gammaproteobacteria;o_Burkholderiales;f_Aquaspirillaceae:g_Aquaspirillum;s_Aquaspirillum serpens
MAG_30 99.87] 1.6 7 4] 3683534] 0.41[Bacteroides graminisolvens 1 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Bacteroidaceae;g_Bacteroides;s_Bacteroides graminisolvens

MAG_31 100[  6.16] 7 5| 2217572[ 0.35|JAAYPIO1sp0125198853 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Paludibacteraceaeig JAAYPIOL;s_JAAYPIOL sp012519885

MAG_32| 72.74) 36 9 11]  2612985] 0.41[Bacteroides graminisolvens 2 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Bacteroidales;f_Bacteroidaceae;g_Bacteroidesis_Bacteroides graminisolvens

MAG_33| 76.59]  3.13 10 4] 2267807| 0.33[Cloacibacterium caenid. d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Flavobacteriales;f_Weeksellaceae;g_Cloacibacterium;s_Cloacibacterium caeni B

MAG_34| 99.82] 057 11 5| 4637594 0.5|Pararheinheimera sp. (Alteromonadaceae) |d_Bacteriaip_Proteobacteria;c_Gammaproteobacteriajo_Enterobacterales;f_Alteromonadaceae;g_Pararheinheimera;s_

MAG_35 87.88] 049 12) 4] 2410804] 0.27|Aliarcobacter ellisii d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter ellisii
MAG_36| 77.06] 421 12) 5| 2886235| 0.34|Flavobacterium sp017995345 d_Bacteria;p_Bacteroidota;c_Bacteroidia;o_Flavobacteriales;f_Flavobacteriaceae;g_Flavobacterium;s_Flavobacterium sp017995345

MAG_37| 84.15] 134 14 3| 2367012| 0.39|(Ruminococcaceae) d_Bacteria;p_Firmicutes_Aic_Clostridia;o_Oscillospirales;f_Ruminococcaceaeig_is__

MAG_38| 90.12] 432 15 7| 3730922| 0.64|MWDTO15p002070825 d_Bacteria;p_Verrucomicrobiota;c_Verrucomicrobiae;o_Opitutales;f_Opitutaceae;g_MWDT01;s_MWDTO1 sp002070825

MAG_39)| 83.79] 7.84 16 6|  2112546] 0.27|Aliarcobacter cryaerophilus 7 d_Bacteria;p_Campylobacterota;c_Campylobacteria;o_Campylobacterales;f_Arcobacteraceae;g_Aliarcobacter;s_Aliarcobacter cryaerophilus A
MAG_40 72 0.4 19 2|  1213890| 0.36[(UBA11393) d_Bacteria;p_Proteobacteriaic_Alphaproteobacteriao_Paracaedibacterales;f_UBA11393;g_:s__

MAG_41 82.7] 369 19 4] 2497493| 0.49|Pseudomonas sp. (Pseudomonadaceae) _|d_Bacteria;p_Proteobacteria;c_Gammaproteobacteriaio_Pseudomonadales;f_Pseudomonadaceae:g_Pseudomonas_Cis__

MAG_42] 90.77] 0.49) 19 3| 2285205] 0.31|UBA10566 sp002399565 d_Bacteria;p_Bacteroidota;c_Bacteroidiao_Bacteroidales;f_P3;g_UBA10566;s_UBA10566 sp002399565





