Understanding and predicting food safety risks posed by wild Results to Date

The incidence of viable Salmonellawas 6.7% (15/223) and incidence of viable Campylobacter was 2.2% (5/223) (Figure 2), which is lower than for
birds previous similar studies in the west.

Two thirds (146/223) of fecal samples were moist, and all feces that contained either Salmonella or Campylobacter were moist (20/223) (Figure 3).

Neither pathogen was cultured from produce or neighboring plants, suggesting that transmission does not frequently occur.

For the Salmonella-positive feces, 10/15 contained multiple serovars (average 2.5 serovars/fecal sample; range 1-7) (Figure 4). The most common

serovars were Hadar and Saintpaul (each found in six samples); other serovars included Newport and Enteritidis (each in four samples). One sample

contained seven serovars and this sample was attributed to a chipping sparrow.
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Atotal of 36 commercial produce farms were visited between Spring and Fall 2021 (eight farms were visited at least twice) within four hours of dawn _ . . _ _ _ -
and before harvest (Figure 1). Fecal samples (n=223) were collected and scored (dry vs. moist), along with 223 swabs from produce and 223 swabs Campylobcte (orange) found i fecal samplss. n 23 samples camples. The 15 Salmonella-postve samples were analysed using CRISPR.SeroSeq to determine the
from neighboring plants, and viable Salmonellaand Campylobacter were isolated by culture enrichment. The presence of proximal animal agriculture across 46 sample collections, 6.7% and 2.2% of samples were relative frequency of different serovars within a single sample. In total, 66% (10/15) of samples contained
was surveyed on site and using U.S. Geological Survey (USGS) information. Bird counts were performed on site at four caudal points, and bird species positive for Salmonellaand Campylobacter, respectively. Letters two or more serovars. Serovars found among the CDC's “top 10" are shown in bold. Sequence analysis
was determined from feces by sequencing the CO/ gene. Salmonella-positive samples were analyzed by CRISPR-SeroSeq to determine the presence on the X-axis represent a non-descriptive farm identifier, where of the COIl gene was used to identify the bird species from the fecal DNA. An image of the identified bird
f ltiol @ I dcC e .l t e L db hol . N-2 represents a second sampling at the location, N. Where there species is shown for samples where analysis yielded >96% genetic similarity with at least a 665bp COl gene
OT muttiple serovars. oatmonetlaana Lampytobacterisolates are being analyzed by whole genome sequencing. are no values, fields were visited but no feces found. sequence. Species shown in descending order: Cattle Egret (Bubulcus ibis; K-1), Fishing Crow (Corvus

ossifragus; K-1), Eastern Bluebird (Sialia sialis; L-1), Chipping Sparrow (Spizella passerine; Z-1), and
House Sparrow (Passer domesticus; Z-1).
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