
A Five Minutes Crash Course for using PMGmap
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PMGmap can draw genes at exon levels, draw cis- and trans-splicing gene maps, draw non-coding
features, draw repetitive sequences, scale the genic regions using a scaling the genic regions on
the genome (SGM) algorithm, and draw multiple chromosomes simultaneously. The web server
can be accessed at http://www.1kmpg.cn/pmgmap. This help document will help you use the
PMGmap website quickly and correctly.
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Sample inputs and output website link (Arabidopsis thaliana, Clematis acerifolia)
: http://47.96.249.172:16086/drawing/download_sample

Notice: If your species has two or more chromosomes, please submit the GenBank file of all
chromosomes of the species at the same time.

Step1:
In the module “Preprocess”, select the GenBank file(s) that needed to upload

http://www.1kmpg.cn/pmgmap.
http://47.96.249.172:16086/drawing/download_sample


Step2:
In the module “Preprocess”, submit the uploaded GenBank files
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Step3:
Download files processed by “Preprocess”. In this step, PMGmap returns the same number of
GenBank files as were submitted.



Step4:
In the module "Draw", submit the GenBank files processed by "Preprocess" or the GenBank files
with exon and splicing gene annotation information added.
User can specofy four types of parameters: 1.general parameters; 2.Genes; 3.Features; 4.Output
image format.
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Step5:
In the module “Draw”, select the parameters that are needed, submit the uploaded GenBank files
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Step6:
Download files processed by “Draw”. In this step, PMGmap returns the same number of plant
mitogenome feature maps as the commit, a cis-splicing gene map, a trans-splicing gene map, and
some process files.





Thank you for reading the help document. If you have any further questions or comments, please
contact cliu@implad.ac.cn.


