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● This database describes cytogenetic changes observed in different tumor types 

based on data from the literature. This database is supported by the National 

Cancer Institute, the Swedish Cancer Society and the Swedish Childhood 

Cancer Foundation, and is updated quarterly. For more information about the 

database, click here. 

 

 

General search tips 

The Mitelman Database User Guide provides details of how to search the database 

including a description of the different search fields, how to format search terms, how to 

search multiple abnormalities at once, etc. 

There are five search tools accessed by the toolbar on the left hand side of the page. 

You can learn more about any of the tools by clicking on “About This Search.” Some 

examples of how to search the database are shown on the next few pages. 

  

 

 

 

 

 

 

 

 

Search 

options 

Click here to learn more 



Examples of how to search the database 

 

1) Recurrent Chromosome Aberrations – this will provide recurrent cytogenetic 

changes (reported in more than one case of the same tumor type) which meet your 

specific search criteria. This can give you an idea of whether a given abnormality 

has been reported in a certain tumor type. 

 

 

 

 

 

 

a) Select either numerical or structural aberration. 

i) For a numerical abnormality – select a chromosome, then select trisomy, 

monosomy, or all 

ii) For a structural abnormality, enter a breakpoint (can be general, like “3p”, 

or more specific, like “3p13”) and select balanced, unbalanced, or all.  

 

b) (Optional) Select a gene involved in the rearrangement, topography (organ 

system), and morphology (type of neoplasm). The screenshots below show 

how to search for 3p abnormalities in kidney tumors.  

 



 

 

 

c) Results are grouped by tumor type and the type of abnormality observed. 

Clicking on the number of cases (last column) will pull up the individual case 

information, including the full ISCN and citation.  

 

 

 

 

 

 

 

 



 

 

2) Cases Cytogenetics – Similar to the recurrent chromosomes aberrations search, 

but pulls up individual cases that meet your search criteria. Includes options to 

specify type of abnormality (del, add, t(3;5), etc.), whether or not it occurs as the sole 

abnormality, and tumor type. The Advanced Search provides more options including 

number of clones, number of chromosomes, patient characteristics (including 

whether or not they have a hereditary disorder) along with details of the cancer 

history. 

 

a) You can search multiple abnormalities at the same time, separated by a comma 

(select “And” to find cases which include both abnormalities, “Or” to find cases 

which include either abnormality). 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

3) Gene Fusions – identifies studies describing gene fusions, with results organized by 

tumor type. This tool does not search individual patient cases. 

 

a) Allows you to search by chromosomal breakpoint and/or by the gene(s) involved. 

 

 

 

Click here to 

learn more 

Click here to see 

additional search fields 



 

 

 

 

b) When searching by gene, you can specify one or both partners involved in the 

rearrangement. 

 

 

 



 

c) (Optional) Specify tumor characteristics or provide a reference to search. 
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