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The genes encoding a major flagellar protein (1) from B burgdorferi strains B31 (type strain) and
GeHo (isolated from skin biopsy by Dr. Pelz, Freiburg) were identified from a pUEXI andAgt II
expression library, respectively, by immunoscreening with a flagellin-specific monoclonal antibody.
Each sequence has been obtained on both strands by a modified Sanger protocol (2). Fig.] shows
the primary nucleotide sequence of the B. burgdorferi B31 flagellin gene. Base changes found
within the sequence of strain GeHo are indicated. The structural gene, 1008 bp in length, codes for
a protein of 336 amino acids. The correct open reading frame was confirmed by N-terminal amino
acid analysis of the purified flagellin (3).

1 ATGAITATCA ATCATAATAC ATCACCTAIT AAICCTICAA CAAAATGG CAYIAACGCT

61 GCTAATCTIA CTMAAACTCA AGAAAACCT1 ICAGIGCGT ACAGAATTAA TCGAGCTTCT

121 CATCAIGCTC CTGGCAIGGG ACTTTCTGGT AAtTMTG CICAAATAAG AGGTTTGTCA

181 C&AGCTTCTA WAATACTTC AAAGGC1ATT MTTTIATTC AGACAACAGA AGGGAATTTA

241 AAtGAAGTAG AAAAAG'CTT AGIMCAATG AAGGAATIGG CAGTICAATC AGGYAACGCC

301 ACATATICAG AICAGACAC ACCTTCTAIA CAAATIAA 7AGAGCAAC7 TACACACGAA

361 ATTAAAGA6A TTCCTGAICA ACCTCAATAT AACCAATCC ACAIGITAIC MACAAATCT

421 CCTTCTCAAA ATGTAAGAAC ASCTGAAGAC CTTtAIGC ACCCTCAA AATTAACACA
C A

481 CCACCACAC TTTCA6TIC tCAAGCGTCT TCCCTTTAA CAGT7CA7CI TCGGCCAACC

541 CAAGATGAAG CTATTnCIT AAATATTTAT CCACCTAA1, ITGCAATCT 'TICTCTlCGT

601 cAGcccGCTC AAACTGCCA CcICAcc GTTCAAGC CTTCAACA CCAACGAGCT

661 CAACACCCAG CACCTCCAC AGCACCTJCI CAAGCGC G TTAATTCTCC CGTIAATCTT

721 ACAACIACAC T'TAYGCTAA TACAICACTI GCTAAiTC AAAATCCTAT IACAATGAIA
A G

781 ACTCA7CAAA GCC TTT ACCICCTTC CAAAIAGAC IT1AAICTAT AAAGAATACT

841 ACTAGTATG CAATT TCTAAAACCA TCIIAIGCIC AAA7AAAACA TCCIACAATG

901 ACAGA7AGCC TTAGCAGC AACAACTAAT ACIAT7T7AA CACAAYCTCC AAIGGCAAIG

961 ATTGCGCAGC C1AATCAACT ICCCCMAAA GTTICtICAl TGCTTAGATA A
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