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Proper Citation

MAPDRAW (RRID:SCR_009276)

Resource Information

URL: http://www.nslij-genetics.org/soft/mapdraw.v2.2.xls

Proper Citation: MAPDRAW (RRID:SCR_009276)

Description: THIS RESOURCE IS NO LONGER IN SERVICE. Documented on January
11, 2023. Software application that draws genetic linkage maps on PC same as what
MAPMAKER does on Mac. (entry from Genetic Analysis Software)

Abbreviations: MAPDRAW
Resource Type: software application, software resource

Defining Citation: PMID:15639879

Keywords: gene, genetic, genomic, microsoft visual basic, excel macro, ms-windows
Availability: THIS RESOURCE IS NO LONGER IN SERVICE

Resource Name: MAPDRAW

Resource ID: SCR_009276

Alternate IDs: nix_154457

Record Creation Time: 20220129T080252+0000

Record Last Update: 20260810T040514+0000

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

No alerts have been found for MAPDRAW.



https://neuinfo.org
https://neuinfo.org/data/record/nlx_144509-1/SCR_009276/resolver
http://www.nslij-genetics.org/soft/mapdraw.v2.2.xls
https://pubmed.ncbi.nlm.nih.gov/15639879

Data and Source Information

Source: SciCrunch Registry

Usage and Citation Metrics
We found 98 mentions in open access literature.
Listed below are recent publications. The full list is available at NIF .
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diversity analysis using indel markers in yardlong bean (Vigna unguiculata ssp.
sesquipedialis). BMC genomic data, 22(1), 34.

Zhang N, et al. (2020) Evaluation of leaf rust resistance in the Chinese wheat cultivar
‘Eenl'. PeerJ, 8, e8993.

Zhong C, et al. (2020) Fine Mapping, Candidate Gene Identification and Co-segregating
Marker Development for the Phytophthora Root Rot Resistance Gene RpsYD25. Frontiers
in genetics, 11, 799.

Ye J, et al. (2020) Fine mapping of the QTL cqSPDAZ2 for chlorophyll content in Brassica
napus L. BMC plant biology, 20(1), 511.

Zhang Y, et al. (2020) Tracing the evolution of fatty acid-binding proteins (FABPS) in
organisms with a heterogeneous fat distribution. FEBS open bio, 10(5), 861.

Guo B, et al. (2020) Characterization of the Nitrate Transporter gene family and functional
identification of HYNRT2.1 in barley (Hordeum vulgare L.). PloS one, 15(4), e0232056.

Lhamo D, et al. (2020) Genome-Wide Analysis of the Five Phosphate Transporter
Families in Camelina sativa and Their Expressions in Response to Low-P. International
journal of molecular sciences, 21(21).




