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Corregtiqn. .Il.l the article ‘‘Organization of the human a5- Natl. Acad. Sci. USA (85, 6836-6840), a section of the
plasmin inhibitor ggne” by Shinsaku Hirosawa, Yuichi Na- sequence figure (Fig. 2) was not fully reproduced due to a
kamura, Osamu Miura, Yoshihiko Sumi, and Nobuo Aoki, printing error. The complete figure with legend should have

which appeared in number 18, September 1988, of Proc. read as follows:
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FiG. 2. Nucleic acid sequence of the a,-plasmin inhibitor gene. Exons are underlined with solid lines. Bases in the exons and the 5'- and
3’-flanking regions are numbered relative to the translation initiation site. Amino acids are numbered from the NH,-terminal residue in the plasma
protein. Regions corresponding to a potential TATA box, the GC boxes, a potential transcriptional start site (—22), and a polyadenylylation
recognition site (2189-2194) are boxed. The direct repeats of CCAAT box-like sequence are indicated by dots. G + C-rich sequences are indicated
by the dashed underlines. The sequence (—123 to —108), similar to the hepatitis B virus enhancer sequence, is indicated by a waved line. The
sequence (—809 to —800), similar to the human immunodeficiency virus enhancer sequence or x-immunoglobulin light-chain gene enhancer

sequence, is bracketed.



