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Abstract

Digitization of ancient books was an

important project of National Central Library.

Current Chinese optical character
recognizers were not enough to apply to
digitization of ancient books since their
correct rates were low. So the input and

correcting works were implemented by hands.

It was wasteful in man power, money and
time. Therefore digitization of ancient books

was harder.

In this project, we will study the
recognization problem of movable type
Chinese. We think that the font and size of
movable type Chinese is consistent. But little
difference such as different line width,
breaks, blots were exist since ancient printing
technique was poor than the modern. This
case is like to the mutation of DNA
sequences including substitution, insertion,
and deletion. After transforming an image of
a word to a 0/1 sequence in row-major, we
can compare two words by using comparing
methods about DNA sequences, such as the
global alignment method. Therefore, we can
obtain the similarity of two words, and then
recognize an unknown word.

In this project, we will study the
application of DNA sequence comparing
methods in bioinformatics to searching in
word bases. The correct rate and execution
time will be analyzed. We hope it is useful
to digitization of ancient books in future.

Keywords: Digitization of ancient books,
optical character recognization,
bioinformatic, sequence alignment.
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