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Proper Citation

Django (RRID:SCR_012855)

Resource Information

URL: http://www.djangoproject.com/

Proper Citation: Django (RRID:SCR_012855)

Description: Django is a high-level Python Web framework that encourages rapid
development and clean, pragmatic design. Developed four years ago by a fast-moving
online-news operation, Django was designed to handle two challenges: the intensive
deadlines of a newsroom and the stringent requirements of the experienced Web
developers who wrote it. It lets you build high-performing, elegant Web applications
quickly. Django focuses on automating as much as possible and adhering to the DRY
principle.

Synonyms: Django

Resource Type: software resource

Resource Name: Django

Resource ID: SCR_012855

Alternate IDs: nif-0000-30460

Record Creation Time: 20220129T080312+0000

Record Last Update: 20260801T190452+0000

Ratings and Alerts
No rating or validation information has been found for Django.

No alerts have been found for Django.

Data and Source Information



https://rrid.site
https://rrid.site/data/record/nlx_144509-1/SCR_012855/resolver
http://www.djangoproject.com/

Source: SciCrunch Registry

Usage and Citation Metrics
We found 561 mentions in open access literature.
Listed below are recent publications. The full list is available at RRID .
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