
  
 

Chromosome Analysis Suite 3.1 (ChAS 3.1)  
 

FAQs related to CytoScan® Cytogenetics Suite 

1. What is required for processing and viewing CytoScan® array CEL files? 

 CytoScan array CEL files are processed and analyzed in ChAS 3.1 software from Affymetrix. This is a 

free download from the Affymetrix website. For processing the CEL files, a 64-bit computer with a 

minimum of 8 GB of RAM is required. You can view your resulting CYCHP files on a 32-bit 

(Chromosome Analysis Suite 2.1 [ChAS 2.1] or previous) or 64-bit computer. For 32-bit computers, 

it is important to note that the minimum amount of RAM needed is 3 GB. The recommended system 

specifications are included in the Chromosome Analysis Suite User Guide. 

 

2. What is the CytoScan® HD Array content?  

 CytoScan HD Array covers both constitutional and cancer genes with 

 Overall intragenic coverage at 1 marker/880 bases  

 ClinGen (ISCA) constitutional coverage at 1 marker/384 bases   

 Complete cancer gene coverage at 1 marker/553 bases 

 12,000 OMIM® genes at 1 marker/659 bases  

 >36,000 RefSeq genes at 1 marker/880 bases  

 Backbone (non-gene) coverage at 1 marker/1,737 bases across the genome for breakpoints 

 Overall (gene and non-gene backbone) coverage at 1 marker/1,148 bases  

 

3. How many single nucleotide polymorphism (SNP) and copy number (CN) probes are included on 

CytoScan HD Array?  

 CytoScan HD Array includes a total of ~6.5 million probes: 1 probe per allele in triplicate for 750,000 

SNPs probes and 1.9 million non-polymorphic probes.  

 

4. What file sizes are associated with CytoScan HD Array?  

 The CEL file is ~66 MB, and the CYCHP file is ~120 MB. 

 

5. What is the CytoScan® 750K Array content? 

 CytoScan 750K Array covers both constitutional and cancer genes with 

 Overall intragenic coverage at 1 marker/1,737 bases 

 ClinGen (ISCA) constitutional coverage at 1 marker/1,099 bases 

 Complete cancer gene coverage at 1 marker/1,269 bases 

 12,000 OMIM genes at 1 marker/1,204 bases 

 >36,000 RefSeq genes at 1 marker/1,737 bases 

 Backbone (non-gene) coverage at 1 marker/6,145 bases across the genome for breakpoints 

 Overall (gene and non-gene backbone) coverage at 1 marker/4,127 bases 

 

6. How many SNP and CN probes are included on CytoScan 750K Array? 

 CytoScan 750K Array includes a total of 1.15 million probes: 1 probe per allele in triplicate for 

200,000 SNP probes and 550,000 non-polymorphic probes. 

 

7. What file sizes are associated with CytoScan 750K Array? 

 The CEL file is ~46 MB, and the CYCHP file is ~33 MB. 

 

8. What software is available for analysis? 

 All genotyping and copy number analysis is done with ChAS 3.1. This product is not intended for 

genome-wide association studies. 
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9. What is the CytoScan® Optima Array content? 

 CytoScan Optima Array content has been selected empirically from CytoScan HD Array and was 

designed for prenatal and miscarriage sample analysis. 

 The functional resolution of CytoScan Optima Suite is 

 1 MB for losses and 2 MB for gains genome wide 

 5 MB for LOH/AOH 

 100 kb resolution in 396 relevant regions for prenatal research 

 

10. How many SNP and CN probes are included on CytoScan Optima Array? 

 CytoScan Optima Array has a total of 315,608 features covering control, CN, and SNP probes. There 

are a total of 18,018 non polymorphic CN probes and 148,450 SNP markers on the Optima Suite. 

 

11. What file sizes are associated with CytoScan Optima Array? 

 The CEL file is ~3 MB, and the CYCHP file is ~18 MB. 

 

12. What software is available for analysis? 

 All analysis for CytoScan Optima Suite is done with ChAS 3.1. 

 

13. What is median of the absolute values of all pairwise differences (MAPD), and how should it be 

used? 

 MAPD is a per-microarray estimate of variability, like standard deviation (SD) or interquartile range 

(IQR). It measures the variability in log2 ratios by looking at the pair difference of all probes and 

taking a median value. The effect of an occasional big difference in log2 ratios between probes is 

removed by taking a median value and not a mean. This variability can come from different sources: 

 Intrinsic variability in the starting material, hybridization cocktail preparation, microarray, or 

scanner 

 Apparent variability induced by the fact that the reference may have systematic differences 

from the sample on this microarray 

Regardless of the source of variability, increased variability decreases the quality of the CN calls. A 

high MAPD can be attributed to any of the above factors and indicates that CN calls may be 

inaccurate, leading to a higher false positive/negative rate. 

 

14. What is SNP quality control (SNPQC), and how should it be used? 

 SNPQC is a measure of how well genotype alleles are resolved in the microarray data. In other 

words, it estimates the distributions of homozygous AA, heterozygous AB, and homozygous BB 

alleles and calculates the distance between them. The better the separation of these distributions, 

the better the ability to identify a genotype based on its cluster position. A low SNPQC value 

indicates that the quality of the SNP allele data is compromised due to higher noise within the array, 

which compromises the overall quality and clarity of results.  

 

15. What is waviness standard deviation (Waviness-SD), and how should it be used? 

 Waviness-SD is a global measure of variation of microarray probes that is insensitive to short-range 

variation and focuses on long-range variation. Based on an empirical testing dataset, we have 

determined that array data with Waviness-SD >0.12 has either sample or processing batch effects 

that will reduce the quality of the copy number calls. Elevated Waviness-SD is not always an 

indication of too much noise. Elevated waviness with good MAPD and SNPQC metrics can occur in 

samples with many copy number changes. Therefore, it is advised to check the data when observing 

elevated waviness with good MAPD and SNPQC. The Waviness-SD metric is applicable to 

constitutional blood and cell line data. The Waviness-SD metric is not intended for alternative sample 

types such as cancer samples in which the results may vary as a result of the biological complexity. 

For these sample types, it is recommended to use the ndwavinessSD. 
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16. What are the array QC metrics for the CytoScan arrays? 

 CytoScan HD and 750K arrays use the following QC metrics: 

 SNPQC ≥15 

 MAPD ≤0.25 

 Waviness-SD ≤0.12 

 

 CytoScan Optima Array uses the following QC metrics: 

 SNPQC ≥8.5 

 MAPD ≤0.29 

 Waviness-SD ≤0.12 

 

For CytoScan® HD Suite and CytoScan® 750K Suite, QC metrics have been fine-tuned for blood-

derived constitutional samples. The SNPQC and Waviness-SD metrics are based on an assumption of 

a relatively normal diploid genome for which the majority of the genome is not mosaic. For cancer-

related samples, the baseline assumption pertaining to constitutional samples is violated with regard 

to aberration frequency and high levels of mosaicism, which will likely trigger the SNPQC and 

Waviness-SD metrics to fail. Only the MAPD metric should be considered for non-constitutional 

samples. A failure of any one of these metrics for constitutional blood samples is a failure for that 

array result. There is no direct correlation between the absolute passing numeric value for any one 

of the metrics and the quality of a sample.  

 

For CytoScan Optima Suite, QC metrics have been fine-tuned for amniocytes, chrionic villi, cultured 

cells, POC, and blood samples. The SNPQC and Waviness-SD are based on an assumption of a 

relatively normal diploid genome.  

 

17. What can cause SNPQC failures?  

 SNPQC failures can be caused by contamination of samples, equipment, or reagents. Other possible 

causes include over- or under-fragmentation of samples or a hybridization oven that is out of 

calibration. See the troubleshooting section of the CytoScan® Assay User Guide for more 

information. 

 

18. What can cause MAPD failures?  

 MAPD failures can be caused by assay drift due to variation in assay execution or  

over-fragmentation. See the troubleshooting section of the CytoScan® Assay User Guide for more 

information. 

 

19. What can cause Waviness-SD failures?  

 Waviness-SD failures can be caused by degraded DNA, an incompatible sample type, or a sample-

specific effect. See the CytoScan® Assay User Guide and the Chromosome Analysis Suite User Guide 

for more information. 

 

20. Are individual genotypes generated on CytoScan arrays?  

 Yes, genotypes can be generated in ChAS 3.1. The software uses BRLMM for genotyping, which uses 

a Bayesian model based on prior clusters. This product is not intended for genome-wide association 

studies. 

 

21. What samples are in the CytoScan HD and 750K reference model files? 

 The CytoScan HD and 750K reference model files are comprised of the same set of samples and 

include 380 microarrays that were run as part of a larger set of microarrays by nine operators 

processing ~48 unique samples in two rounds each, with randomization of the placement of DNA 

samples across the PCR plates and randomization of the reagents and instruments used. The source 

DNA includes 

 284 HapMap samples, including at least one replicate of each of 270 HapMap samples: 90 from 

each of the Yoruban, Asian, and Caucasian ethnic groups from cell line-derived DNA from the 

Coriell Institute of Medical Research 
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 96 DNA samples from blood of phenotypically healthy male and female individuals obtained 

from BioServe Biotechnologies 

The samples in this set were chosen to have been run by different operators and with different kits 

and reagents while still covering all the HapMap cell line ethnic groups, plus the normal blood 

samples of both sexes. 

 

22. When would we choose normal diploid analysis over single-sample analysis?  

 The normal diploid analysis for a CytoScan HD and 750K array is recommended for cancer samples 

in which >50% of the genome is likely to be rearranged. This analysis automatically determines the 

normal diploid regions and normalizes the rest of the samples based on those regions, resulting in 

properly centered data. The normal diploid analysis is NOT recommended for CytoScan Optima 

Array. 

 For samples run through the normal single sample analysis, the following QC metrics are 

recommended: 

 MAPD <0.25 

 SNPQC OR ndSNPQC ≥15 

 Waviness-SD OR ndwavinessSD <0.12 

 

FAQs related to OncoScan® FFPE Assay Kit 

23. What is the total number of probes in OncoScan FFPE Assay Kit? 

 OncoScan FFPE Assay Kit has 217,454 probes. 

 

24. How many probes are SNPs? 

 Virtually all probes in OncoScan FFPE Assay Kit are SNPs. There are a few thousand probes that are 

not polymorphic. 

 

25. What is the resolution within cancer genes and genome-wide outside of the cancer genes? 

 OncoScan FFPE Assay Kit has a 50 kb–~100 kb resolution in ~900 cancer genes.  

 Outside of the cancer genes 

 88% of the genome has 300 kb resolution  

 97% of the genome has at least 380 kb resolution 

 

26. What is the genome-wide resolution of loss of heterozygosity (LOH)? 

 The genome-wide resolution of LOH genome wide is ≤10 MB. If the aberrant cell fraction is high, the 

resolution increases to 3–5 MB. 

 

27. For a specific aberration, what is the minimal resolution of the TuScan algorithm in calling a 

segment in terms of percentage of cells containing the aberration? 

 OncoScan FFPE Assay Kit can detect mosaic aberrations found in 25% of the aberrant cells. TuScan 

operates in two modes:  

 When the percentage of aberrant cell fraction is ≥40% in a homogeneous tumor, TuScan 

makes calls that reflect the integer copy number in the aberrant cells. 

 In all other cases, TuScan makes calls down to 25% aberrant cell fractions. These are 

“fractional” copy number calls (such as 2.3) reflecting the average CN across the aberrant and 

non-aberrant cell fraction. 

 

28. What is the dynamic range of OncoScan FFPE Assay Kit?  

 OncoScan FFPE Assay Kit can detect copy number changes up to 50 copies. As the number of copies 

increases, the user should bin the calls. For example, copy numbers of 20−50 should be considered 

as one bin. The recommended bins are: 0, 1, 2, 3, 4, 5–6, 7–10, 11–20, 20–50. 

 

29. What is the HapMap concordance of genotyping calls? 

 The HapMap concordance of genotyping calls is greater than 99.5%. 
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30. Do you have exon coverage in the high-resolution genes? 

 Yes, if using the Affymetrix defined workflow and depending on the size of the exon. (Our algorithm 

requires 20 contiguous markers to make a call.) If using an “open” workflow, the user can define the 

number of probes they need to claim exon resolution.  

 

31. What algorithm(s) can be used to make copy number calls? 

 TuScan algorithm, developed and supported by Affymetrix, is the recommended algorithm. This 

algorithm has fixed settings based on 19 probes/call to ensure high sensitivity and specificity at the 

stated resolution claims.  

 Nexus Express Software for OncoScan® FFPE Assay Kit has an additional algorithm for copy number 

calls from OncoScan FFPE Assay Kit: SNPFASST2 algorithm, developed and supported by 

BioDiscovery. This allows the user to adjust settings and make custom calls (e.g., with fewer 

probes). Use cases are  

 When breakpoints are clear with fewer probes 

 When probe re-centering is needed  

 

32. What copy number calls do I get from TuScan?  

 Log2 and B-allele frequency. 

 Linear copy number calls when you mouse over aberrations. In some cases, linear calls are calls in 

aberrant cell fraction only. In the software, when the percentage of aberrant cells has a percentage 

value, the linear call for aberrations in that sample is the call in the aberrant cells only. Values will be 

integers. When the percentage of aberrant cells is “N/A,” the linear call is an average call across the 

aberrant and non-aberrant cells, and values will be non-integers. You can estimate the copy number 

in aberrant cells if you have an independent tumor burden estimate. 

 

33. What does the percentage of aberrant cells mean? 

 This represents the percentage of aberrant cells in a sample: 

 When reported as “N/A,” it means that the percentage of aberrant cells could not be estimated. 

 When reported as a percentage (e.g., 60%), it means that 60% of the cells were aberrant.   

 

34. Under what conditions can TuScan estimate the percentage of aberrant cell fraction?  

 This is possible when 

 The tumor is nearly homogeneous (i.e., it has a major dominant clone), and 

 The percentage of aberrant cell fraction is 40% or higher 

 

35. What does “ploidy status” mean? 

 Ploidy refers to the baseline copy number observed in the tumor portion of the sample. Ploidy cannot 

always be estimated. For example, a sample with four copies of each chromosome and no other 

aberrations looks the same as a sample with two copies of each chromosome. 

 

36. How are the somatic mutations calls made? 

 ChAS 3.1 includes a table with the following calls made for each mutation: “high confidence,”, “lower 

confidence,” and “undetected.” The thresholds for the “high-confidence” calls were established based 

on separations between the normal reference and mutant calls that resulted in 95% sensitivity and 

99% specificity (for lower confidence) and 95% sensitivity and 99.9% specificity (for high 

confidence) in our spike in experiments. The software provides for visualization of mutant probes 

versus reference probes representing the wild type to enable users to visually assess this separation 

for their sample. There is no overlay with copy number data (other than through table summaries). 

 

37. What is “celpaircheckstatus,” and what does it do? 

 Celpaircheckstatus checks if the results from the AT channel are consistent with the results from the 

GC channel and represent the results of the respective channel. This metric will be “out of bounds,” 

for example, when the AT and GC channels were mispaired between samples or due to sample 

contamination. The user is recommended to troubleshoot as described in the OncoScan® Console 

User Manual. 
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38. What does “low diploid flag” mean? 

 The algorithm identifies normal diploid markers in the cancer samples. This is particularly important 

in highly aberrant samples. The normal diploid markers are used to calibrate the signals so that a 

log2 ratio of 0 (e.g., copy number 2) is achieved. In about 2% of samples, the algorithm cannot 

identify a sufficient number of “normal diploid” markers, and no normal diploid calibration occurs. 

This event triggers “low diploid flag = YES.” In this case, the user needs to carefully examine the 

log2 ratios and verify that re-centering is necessary. 

 

39. Can I create my own reference set? 

 We have not enabled the capability for customers to create their own reference sets. (This process 

requires careful sample selection and randomization.) Our universal reference has been developed to 

represent a wide variety of different samples and ages. The samples used in the reference set have 

been sourced from many different countries. In our beta tests, the universal reference has 

performed well in the following countries as of 09/29/2013: USA, UK, France, Germany, and Japan. 

 

40. What is the difference between OncoScanCancerGeneOnly.r1 and OncoScanGeneBoundaries.r1? 

 OncoScanGeneBoundaries.r1 lists the ~900 OncoScan cancer genes and includes +10 kb on each 

side of the gene. OncoScanCancerGeneOnly.r1 lists the same ~900 OncoScan cancer genes using 

the start and stop positions of the gene (no additional +10 kb on each side of the gene). 

 

FAQs related specifically to ChAS 3.1 

41. What data files are produced during the assay and analysis process? 

 A total of five files are produced that are key to the process: 

 ARR file – This file includes sample information. 

 AUDIT file – This file is a log of the sample history. 

 DAT file – This file is the raw data from the scanner. 

 CEL file – This file is the gridded and processed data. 

 xxCHP file – This file is the output of ChAS 3.1 and contains all of the analysis data. 

 CHPCAR file – This file stores user-annotated calls, interpretations, and modifications made to 

CHP file segment data (ChAS v2.0 and higher). 

 

42. Is it important to back up my data? 

 Out of the six data files mentioned in the preceding question, it is important to back up and archive 

the ARR, CEL, CYCHP, and CHPCAR files at a minimum. This will allow you to maintain the ability to 

either reanalyze from the CEL file or re-visualize the results using the CYCHP/CHPCAR files. 

 

43. What is the recommended operating system for ChAS 3.1? 

 A 64-bit system is required to generate and view CytoScan CYCHP data files. The recommended 

system requirements are Windows® 7 Professional SP1 and Windows® 8.1. ChAS 3.1 requires 

Affymetrix’ GeneChip® Command Console® Software (AGCC) 3.2.4 or higher to produce CytoScan 

CEL files. For more details on the system and hardware requirements, please refer to ChAS 3.1 User 

Guide or the minimum software and hardware requirements documents on our web page. 

 

44. Can I install ChAS 3.1 on my AGCC workstation computer?  

 Due to the amount of memory that ChAS 3.1 needs to operate, Affymetrix VERY STRONGLY 

recommends that you DO NOT install the ChAS 3.1 on production AGCC computers being used for 

scanning and operating fluidics systems. 

 

45. What versions of NetAffx® analysis files are compatible with ChAS 3.1?  

 NA33 (Hg19) is only compatible in ChAS 3.1. ChAS 3.1 automatically prevents you from selecting an 

incompatible NetAffx analysis file version for analysis or when viewing analysis results. 

 



 
Page 7 of 9 

46. Can I open two files that have been analyzed with different NetAffx versions at the same time in 

the ChAS 3.1 browser?  

 The ChAS 3.1 browser allows for loading of different NetAffx versions at the same time (only if the 

versions are from all the same reference and genome builds).  

 The ChAS 3.1 browser cannot load NetAffx versions from different genome builds (Hg18 and Hg19) 

or from an external reference version (dbSNP build 135 and dbSNP build 132). 

 

47. What is Mendelian error check? Is it available for all arrays? 

 The Mendelian error check analysis provides two key points of information: 

 Are the input samples related (e.g., mother-child, father-child)?  

 Do any chromosomes have an elevated occurrence of Mendelian errors? 

 The Mendelian error checking feature is for CytoScan arrays only. 

 

48. Can I export my data in text format? 

 Yes. With ChAS 3.1, you can now export table data in word (docx), pdf, text, or transfer to 

clipboard. 

 You can export graphic view data in pdf, docx, and png formats. 

 

49. How can I export allelic difference, smooth signal, log ratio, and other probe-level data? 

 For a whole chromosome or a region, go to the Graphs tab in ChAS 3.1 and use the “copy to 

clipboard” or “export to txt” functions. 

 For the whole genome, using ChAS 2.1 or later versions, go to the analysis manager/analysis 

dashboard and select the “QC results” tab. Then open and/or select the file(s) to export, press the 

“Generate Report” button, and select the “Export probe level data function.” Data will be exported in 

.txt format. 

 

50. What are the recommended graph settings for data interpretation in ChAS 3.1? 

 We recommend changing the weighted log2 ratio graph from the default setting to minimum at  

-1.5 to maximum at 1.5, using data type as points. 

 We recommend changing the allele peaks graph from the default setting to minimum at -2 to 

maximum at 2, using data type as points. 

 The other graphs can stay at the default values. 

 

51.  Which genotype is presented in each allele peak track? 

 AA markers would be distributed about +1. 

 AB markers would be distributed about 0. 

 BB markers would be distributed about -1. 

 

52. Are there any other additional databases that can be used for data analysis? 

 Yes. For research you can use the CAGdb database, ICCG, DECIPHER, ClinVar, among others for 

additional public databases that may assist in data analysis. Please take into consideration that 

ChAS, CytoScan Cytogenetics Suite, and OncoScan FFPE Assay Kit are For Research Use Only. Not 

for use in diagnostic procedures. 

  

53. Where are the library files located on the website? 

 They are located on the ChAS product web page and product page by clicking the “Technical 

Documentation” tab. 

 

54. How do we unzip the library file if we have to install it manually? 

 Right click the zip folder and click “extract all.” (An alternative software that unzips can also be used, 

eg. Winzip, 7-zip or any other equivalent.) Browse to the location where you want to save the folder 

and click Extract. Go to the folder to find the files. 

 

55. Where are the library files located for ChAS 3.1? 

 The library file location for ChAS 2.1 and later versions is C:\Affymetrix\ChAS\Library. 
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56. What are the limitations for the mosaic algorithm in ChAS 3.1? 

 The algorithm is designed to detect only mosaicism between approximately 30–70% mosaicism for 

copy numbers between 1 and 3 for regions on the order of 5,000 markers in size or larger. 

 The endpoint location of mosaic segments is less precise than the copy number segmentation, with 

endpoint variation within 500 markers being typical for segments of 5,000 markers or larger in size.  

 Some regions of full integer copy number 1 or 3 below 5,000 markers in length may be incorrectly 

called as mosaic segments.  

 Some regions of copy number below 1 or above 3, mosaic or otherwise, and less than 5,000 markers 

in length may be incorrectly called as mosaic segments. 

 

57. Can I see mosaic calls for OncoScan data or Genome-Wide Human SNP Array 6.0 data in ChAS 3.1?  

 Mosaicism analysis is currently only available for CytoScan array files. However, xxCHP files for the 

other array types contain the SmoothSignal data type, which displays non-integer copy number 

changes. 

 

58. How can I view the histogram data in ChAS 3.1? 

 You must be logged into the ChAS database (ChAS DB) to view histogram data. The histograms are 

only available for NetAffx genomic annotation files for genome build Hg19. The browser produces an 

error message if you try to load Hg19-based histograms while an Hg18-based NetAffxGenome 

Annotation is currently displayed. 

 

59. Why is the ChAS 3.1 database useful? 

 A segment can be queried against the ChAS 3.1 database for other intersecting segments from 

previously published samples. Using both an overlap threshold and a coverage threshold, one can focus 

the query results to segments that are of relatively the same size as the segment in the current sample. 

 

60. Does the ChAS 3.1 database require an internet connection? 

 The ChAS 3.1 server home page requires an active internet connection, which requires a web 

browser. (Chrome and Internet Explorer v11 are recommended.) If you are using the local ChAS DB, 

an active internet connection is not required. 

 

61. Can I track the samples that I have uploaded in the database? 

 If an xxCHP file has been previously published to the database, you will receive a warning indicating 

this sample already exists in the database. You can choose to overwrite the existing information or 

cancel to keep the existing information. 

 It is important to back up and archive the ARR, CEL, CYCHP, and CHPCAR files at a minimum. This 

will allow you to maintain the ability to either reanalyze from the CEL file or revisualize the results 

using the CYCHP/CHPCAR files. 

 

62. I have noticed that the allele peaks calculation (ChAS 2.1 or below) is now called allele 

difference (ChAS 3.1). Does this mean that the algorithm changed? 

 No, it is solely a name change for consistency. 

 

63.  Are there any updates to algorithm(s) in ChAS 3.1? 

 Yes, we have updated the cyto (CytoScan copy number) single-sample analysis engine with non-

diploid analysis and correction. We have also converted the engine to make use of the APT2 analysis 

framework. The APT2 framework provides support for higher-precision internal calculations for the 

implementation of new algorithms, such as normal diploid correction, and for other future 

improvements. 

 

64. What is the difference between APT1 and APT2? How does that affect my data? 

 The higher-precision calculations algorithm in CHAS 3.1 might result in small numerical differences 

when compared to previous versions of ChAS. The changes in results are smaller than those seen in 

technical replicates run through the same version of ChAS. For further details, please contact 

support@affymetrix.com.  

mailto:support@affymetrix.com
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65. With the new algorithm, do I need to make new reference model files for analysis? 

 While the reference model algorithm is unchanged, there are differences in file format used for 

reference model files. The reference model files provided by Affymetrix have been updated to work 

with ChAS 3.1. Users generating their own reference model file will need to regenerate the model file 

in ChAS 3.1 to be able to use it. 

 

66. Are there any specific recommendations on the use of the database? 

 Loading samples with a high number of segments may cause performance to be slower when 

publishing or promoting mosaic segments. Using “edit mode” and “fusing” fragmented segments 

before uploading is highly recommended. 

 

67. How do I upgrade the ChAS 3.0 database to the ChAS 3.1 database? 

 During the installation of ChAS 3.1 on a system with ChAS 3.0, the database will automatically be 

updated to the current ChAS 3.1 version. Older backup database files can still be updated to ChAS 

3.1 during the restore process. Please see the ChAS 3.1 User Guide for instructions on how to 

restore a backup file. 

 

68. Can I use a ChAS 3.1 browser with the ChAS 3.0 database?  

 No, the ChAS 3.0 database will need to be updated to ChAS 3.1. Please see above on how to update 

a database. 

 

69. Has ChAS 3.1 been tested using Windows® 10? 

 No, ChAS 3.1 has not been validated on Windows 10. 

 

70. Once I have deleted a file from the ChAS database, is there a way to recover the file? 

 No, once a file has been deleted, the only way to replace that file in the database is to publish the 

original xxchp file again. 
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