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Phone: +420 29644 3148, Web: http://core.img.cas.cz/
Please, fill out this form and send it as an attachment to coregenomics@img.cas.cz  Please, send also the signed hard copy of this form with your samples. Provided information is for our internal use only and remains confidential. For any questions, please, feel free to contact us at the phone number listed above or email us.

Samples are usually processed  in 6 weeks after the delivery. For shorter processing time please arrange fix date for performing the experiment at least 4 weeks before the delivery of the samples. All samples written in this form will be processed on chips unless stated otherwise.
The total RNA must be diluted in deionized water in the minimal concentration of 10 ng/µl for standard Bead Expression protocol. The quality of the total RNA samples should be assessed by agarose gel electrophoresis or Agilent 2100 Bioanalyzer. The total RNA profile should exhibit discrete 28S and 18S ribosomal RNA bands. The 28S rRNA band should be approximately 2 times more intense than the 18S rRNA band. No smear below each rRNA band or shift in RNA size distribution towards smaller fragments should be observed. The A260/A280 ratio should range between 1.8 and 2.0 and the A260/A230 ratio should be higher than 1.7. 
Minimal required amount of total RNA per sample is 150 ng.
RNA quality will be checked at the facility. If low quality is suspected, the procedure will be stopped
BeadArray Experiment Request Form

Investigator Information 
	Name
	     

	Address
	     

	
	     

	
	     

	Phone
	     

	Fax
	     

	E-mail
	     

	Contact Name
	     


Your Order ID
     
Investigator’s signature _____________________________
Date
     

Additional documents
	 FORMCHECKBOX 

	I have enclosed a gel image or Bioanalyzer result to prove sample quality (required)

	 FORMCHECKBOX 

	I have enclosed a copy of the appropriate ethics review approval (required if the samples have been obtained from human subjects)

	 FORMCHECKBOX 

	     


Type of analysis requested 

 FORMCHECKBOX 
  BeadArray Expression Analysis


 FORMCHECKBOX 
  Standard protocol
Preferred starting amount of the RNA (between 100ng and 500ng):      
Experiment design
     
BeadArray Experiment Request Form (page 2)

Which type of BeadChips you want to use?

	 FORMCHECKBOX 
  HumanWG-6 expression BeadChip
	 FORMCHECKBOX 
  MouseWG-6 expression BeadChip

	 FORMCHECKBOX 
  HumanRef-8 expression BeadChip
	 FORMCHECKBOX 
  MouseRef-8 expression BeadChip

	 FORMCHECKBOX 
  HumanHT-12 expression BeadChip
	 FORMCHECKBOX 
  RatRef-12 expression BeadChip


 FORMCHECKBOX 
  Other       
(Please, indicate accurate name according http://illumina.com/pages.ilmn?ID=208)

     
Sample description (species, tissue or cell line) 
Sample type      FORMCHECKBOX 
  total RNA     
	
	Sample name
	Conc.
(ug/ul)
	Volume
(ul)
	
	Sample name
	Conc.
(ug/ul)
	Volume
(ul)

	1
	     
	     
	     
	19
	     
	     
	     

	2
	     
	     
	     
	20
	     
	     
	     

	3
	     
	     
	     
	21
	     
	     
	     

	4
	     
	     
	     
	22 
	     
	     
	     

	5
	     
	     
	     
	23
	     
	     
	     

	6
	     
	     
	     
	24
	     
	     
	     

	7
	     
	     
	     
	25
	     
	     
	     

	8
	     
	     
	     
	26
	     
	     
	     

	9
	     
	     
	     
	27
	     
	     
	     

	10
	     
	     
	     
	28
	     
	     
	     

	11
	     
	     
	     
	29
	     
	     
	     

	12
	     
	     
	     
	30
	     
	     
	     

	13
	     
	     
	     
	31
	     
	     
	     

	14
	     
	     
	     
	32
	     
	     
	     

	15
	     
	     
	     
	33
	     
	     
	     

	16
	     
	     
	     
	34
	     
	     
	     

	17
	     
	     
	     
	35
	     
	     
	     

	18
	     
	     
	     
	36
	     
	     
	     


	 FORMCHECKBOX 

	I wish to take the samples back after the analysis (otherwise they will be discarded after 12 weeks without further information)


BeadArray Experiment Request Form (page 3)

     
Sample preparation method (isolation procedure, reagents used, dilution buffer, storage)
     
Comments
Date of  delivery:




Customer’s signature:

Experiment finished on:



Core lab’s signature:

Remaining samples returned:


Core lab’s signature:

Customer’s signature:


