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 Sudden unexplained increase in the prevalence of HMV K2
K. pneumoniae in marine mammals, but especially in
California sea lions (Zalophus californianus) (CSLs) — from
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Additional recent cases may be marked as klebsiella suspect in the future based on diagnostic testing. Flg. 5 ° MU "'I plex—PC R

oy sies tallema e sseny Multiplex-PCR showing all isolates positive for the kpnP gene, confirming all isolates were K. pneumoniae. 31/37 isolates were positive for
the rmpA gene, a regulator gene for the mucoid phenotype. 33/37 isolates were positive for the K2wzy gene, indicating the K2 capsular len
serotype. Within the K2 serotype, four different virulence profiles were observed and characterized based on the presence of virulence
genes: iutA (siderophore aerobactin), fyuA (siderophore yersiniabactin), mrkB (type 3 fimbriae promoting biofilm formation), and fimH

Fig. 1. Suspected HMYV klebsiellosis admits to The Marine
Mammal Center (TMMC)3

Incidence of suspected HMV K. pneumoniae admits to The Marine Mammal
Center, a marine mammal hospital and rehabilitation facility in Sausalito,
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CA, from 2017 to 2023. There has been an increase in the number of HMV (type 1 fimbriae promoting adhesion to host epithelial cells)®. 28 K2 isolates belong to Clade | (iutA*/fyuA*/mrkB*/fimH-), 1 K2 isolate 31/37 isolates were positive for the string test, indicating the
cases, as well as an admittance of cases earlier in the year, in recent years (#4) belongs to Clade Il (iutA*/fyuA-/mrkB*/fimH*), 2 K2 isolates (#16, #33) belong to Clade Il (iutA-/fyuA-/mrkB*/fimH*), and 2 K2 HMYV phenotype. All HMV isolates were of the K2 serotype.
compared to 2017. Courtesy of Dr. Pddraig Duignan and Carlos Rios. isolates (#21, #30) belong to Clade IV (iutA*/fyuA*/mrkB-/fimH-). The remaining 4 isolates (#31, #35, #36, #37) were not HMV and did Image shows a positive string test performed on an HMV K2
not have capsular serotype K1, K2, or K5. Positive control isolate PC9 belongs to Clade IlI; positive control isolate PC12 belongs to Clade 1. Clade lisolate.
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