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Type: Tool

Proper Citation

Cython C-Extensions for Python (RRID:SCR_008466)

Resource Information

URL.: http://cython.org/

Proper Citation: Cython C-Extensions for Python (RRID:SCR_008466)

Description: Cython is a language that makes writing C extensions for the Python
language as easy as Python itself. Cython is based on the well-known Pyrex, but supports
more cutting edge functionality and optimizations. The Cython language is very close to
the Python language, but Cython additionally supports calling C functions and declaring C
types on variables and class attributes. This allows the compiler to generate very efficient
C code from Cython code. This makes Cython the ideal language for wrapping external C
libraries, and for fast C modules that speed up the execution of Python code. Sponsor.
Google and Enthought funded Dag Seljebotn to greatly improve Cython integration with
NumPy. Kurt Smith and Danilo Freitas were funded through the Google Summer of Code
program to work on improved Fortran and C support respectively.

Synonyms: Cython

Resource Type: software resource

Resource Name: Cython C-Extensions for Python
Resource ID: SCR_008466

Alternate IDs: nif-0000-30401

Record Creation Time: 20220129T080247+0000

Record Last Update: 20260808T185916+0000

Ratings and Alerts
No rating or validation information has been found for Cython C-Extensions for Python.

No alerts have been found for Cython C-Extensions for Python.
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Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 140 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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