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BB A 6 L R AT RS R T BT . J7ik ISR TR A Yokt I 3 B R L TR BT
FERREETT, SRR A RERIIRE, 5 YR H S Bk JFLAE ULt (Babesia) 18sHOBEPKRNAE FIF G FIES 115 B4 1 5 2 L BEE 41 STEEEr———"

DNA, § 7P EUiTBLASTAM . 45 R # AR08 K, I (L4182.59> 10 2RIMA E15.5 /L) , CT/RATHR ; :2

KRR RO o A Bk, BT B sk o U e, ST IS, BT, (i g ¢ ARG
SRR EL UL R A S 0, 4B HBIZI400 bp Al 600 bp&t. MFHIFIILBLASTAN, 5 R E Ik (Babesia b MASI

microti) [T H99%, a4 HIQE09305HIIQ609304. £hif LA mHIIGA KRRV, WATH L. MRS T Em b Email Alert

S5, W2 R UG, F RSS

K. A WRENL ER B LERES S
Abstract: Objective To identify the pathogen and make diagnosis on a case who was misdiagnosed as malaria. b BRIARL

Methods Clinical and epidemiological information of the suspected case was collected. Blood samples during b Br1

hospitalization were collected and examined microscopically. Genomic DNA from the blood samples was amplified by b KA

Babesia 18S RNA genus- and species- specific primers, respectively, and the amplified products were used in sequencing
and BLAST sequence analysis. Results The case had a fever over 20 days repeatedly with anaemia (RBC 2.59%1012,

b 2 K2

HB 5.5 g/L) and hepatosplenomegaly. The unidentified parasites were found in the bone marrow and blood smear after KL

Giemsa staining. Epidemiological information revealed that this case had a history of blood transfusion and tick bites. 1 b OEKE2
625 bp and 449 bp band generated by PCR amplification from blood sample using Babesia genus- and species-specific b BT
primers, and the sequence homology was 99% in comparison to Babesia microti (AB241632) with BLAST analysis.

Conclusion The clinical information, epidemiological history, and the PCR identification confirm the diagnosis of Babesia FBRER

microti infection.
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