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Proper Citation

Lazarus IDE (RRID:SCR_014362)

Resource Information

URL: http://www.lazarus-ide.org

Proper Citation: Lazarus IDE (RRID:SCR_014362)

Description: A cross-platform integrated development environment (IDE) for Free Pascal.
It contains a class library (LCL) that supports rapid application development for native
code on numerous platforms, processor architectures and operating systems.

Abbreviations: Laz

Synonyms: Lazarus, Lazarus integrated development environment

Resource Type: software application, software development tool, software resource,
software development environment

Keywords: software development environment, software development tool, pascal, object
pascal, integrated development environment, ide, class library, lcl

Availability: Open source, Free for download as source code, Pre-compiled for multiple
platforms

Resource Name: Lazarus IDE

Resource ID: SCR_014362

Alternate URLs: http://lazarus.freepascal.org

License: Free Pascal License (GPL with linking exceptions)

License URLs: http://wiki.lazarus.freepascal.org/FPC_modified_LGPL

Record Creation Time: 20220129T080320+0000

Record Last Update: 20260728T043439+0000

https://scicrunch.org/sawg
https://scicrunch.org/sawg/data/record/nlx_144509-1/SCR_014362/resolver
http://www.lazarus-ide.org


Ratings and Alerts

No rating or validation information has been found for Lazarus IDE.

No alerts have been found for Lazarus IDE.

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics

We found 27 mentions in open access literature.

Listed below are recent publications. The full list is available at SPARC SAWG .
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publication of the Ecological Society of America, 32(8), e2684.
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growing Escherichia coli. Royal Society open science, 5(5), 180008.

Kostanyan AE, et al. (2018) An easy-to-use calculating machine to simulate steady state
and non-steady-state preparative separations by multiple dual mode counter-current
chromatography with semi-continuous loading of feed mixtures. Journal of
chromatography. A, 1552, 92.

Hoppe K, et al. (2017) Sequential Modulations in a Combined Horizontal and Vertical
Simon Task: Is There ERP Evidence for Feature Integration Effects? Frontiers in
psychology, 8, 1094.

Fuentes-Pananá EM, et al. (2016) Assessment of Epstein-Barr virus nucleic acids in
gastric but not in breast cancer by next-generation sequencing of pooled Mexican
samples. Memorias do Instituto Oswaldo Cruz, 111(3), 200.

Tinker NA, et al. (2016) Haplotag: Software for Haplotype-Based Genotyping-by-
Sequencing Analysis. G3 (Bethesda, Md.), 6(4), 857.

Lee W, et al. (2016) Integrative NMR for biomolecular research. Journal of biomolecular
NMR, 64(4), 307.
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Computational and mathematical methods in medicine, 2015, 863874.

Tol JP, et al. (2015) Automatic interactive optimization for volumetric modulated arc
therapy planning. Radiation oncology (London, England), 10, 75.

Nevozhay D, et al. (2014) Cheburator software for automatically calculating drug inhibitory
concentrations from in vitro screening assays. PloS one, 9(9), e106186.


