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* Cryptosporidium is a protozoan parasite associated with . . , |  Of the 119 cattle fecal specimens, 10 (8 %) were
gastrointestinal illness in humans and a wide range of A ' % T p o.‘ confirmed positive for Cryptosporidium infection by PCR.
vertebrate animals. : i . -

y e e  Of the 10 PCR-positive samples, 7 were from cattle

* Cattle, particularly calves, are widely recognized as major *° | o oo aF presenting symptoms of diarrhea at the time of sample

reservoirs of zoonotic Cryptosporidium spp. = s . o collection; 5 were from calves < 2 years of age, including
. . L . | | WO pre-wean lves < 6 months (Table 1); and 7 were

* In the Caribbean region, molecular characterization of oj/“ . , i ;rocr)npdzir ecaatflz calves < 6 months (Table 1);

Cryptosporidium spp. in cattle is limited and their zoonotic 1o P e Y '
., . b

potential is poorly understood. * Sequence analysis of the 18S rRNA gene locus, identified

2 C. parvum from one beef calf (no. Be8) and two dairy
Objectlves Fig 2. Representative images of Cryptosporidium calves (nos. 34Da and 53Da). Phylogenetic analysis
@ . oocysts detected from cattle sample 56DaCw by PBS- confirmed that C. parvum isolates, 34Da and 53Da, share
PRI W - ether sedimentation and MAF staining. The Ward's®

* To perform an exploratory investigation on the presence Chemistry Acid-Fast Stain Kit was used to stain a 96 % nucleotide sequence identity (Fig 3).
and molecular characterization of Cryptosporidium spp. in Fig 1. Map illustrating sampling sites in agricultural P0cysts, as per the LDC modihied acid-fast staining * Further sequence analysis of the gp60 gene, identified
dairy and beef cattle in a Jamaican watershed and watershed in St. Elizabeth, Jamaica procedure. Oocysts have a well-formed wall with . L
| . _ | ' ' diameter of approximately 4-5 pm. 100X with the C. hominis IbA9G2 subtype in dairy calf no.105Da,
determine yvhether cattle al.re potential zoonotic reservoirs immersion oil. sreviously reported in an impaired calf (Razakandrainibe
for human infection on the island. et al., 2018).

Table 1 Cryptosporidium spp. identified from cattle by PCR and sequence

onclusions
“ 18S rRNA Gp60

Farm ID Sample ID Genl-?,ank 0S.|oecie.s Genl?ank Species
A total of 119 fecal specimens were cllected from 60 E— . + This study provides first nsight nto Cryptosporidium spp.
dairy and 59 beef cattle from 10 farms in the watershed MK982514  (IbAIG2) be el infecting Jamaican dairy and beef cattle. Preliminary data
(Fig 1). Y oo OK361786  C.parvam (90%) W74 suggest cattle, particularly impaired dairy calves, may be
* Approximate age and absence/presence of diarrhea was 13Da important reservoirs of zoonotic Cryptospf)ridiym >Pp-
recorded from each specimen. 1‘;[; However, the low prevalence of characterized isolates
F7 53Da? OK325584  C. parvum (99 %) MF074701; cannot conclude any correlation.
* Phosphate-buffered saline (PBS)-ether sedimentation o o * Additional studies, with a larger number of PCR-positive
" P I FO 34Dabc OK310618 C. parvum (99 %) MFO074701; ) -
\;vsjsi)se :g:nmiic:j:\z dcl? ;C:pn; Cr?r’:]eep;cs)tentlal Cryptosporidium NN, ABSLIEEL isolates from calves are necessary to provide critical
| ore-weaned calF < 6 monhs information about geographically distinct, clonal
* Initial screening for Cryptosporidium was performed by Esvigfrr;]eeiigasliisuﬁrs>6months genotypes of Cryptosporidium spp., which have potential
modified acid-fast (MAF) staining microscopy, followed 36 (— OKH10618 Cryptosporidiem parvem | 34D 4 to cause zoonosis in the country.
by conventional and nested PCR amplification of a * . _ . . o
volymorphic locus on the 18S rRNA gene and . * With mganmgful interpretations of Cryptosporld/u.m
sequencing. ) - “! i population stru.ctures, useful databases can be built
e Coptperii et through analysis of well-planned sets of human and
A phylogenetic tree was constructed using neighbour- | L[ et environmental samples.

£ ELA 0344 Cryplosporidinm ryamie

joining in MEGA 11, based on Kimura’s two-parameter

model with bootstrap values obtained from 1000 06 L 112975 Coypeosportiien cani Ack led
repllcates. —— AY842591 Cryptosporidivum muris C nOW e gements

100 L ABT77 194 Cryptosporidium andersoni

* Further subtyping analysis of PCR-positive isolates was
performed by gp60 nested PCR and sequencing. —
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