Library Information Form
Note:
1. Completing this form with detail and accurate information will help us to serve you better (*fields are required to be filled).
2. Please enclose your samples with this sheet in hard copy and send a soft copy to Groken representative.
You cooperation is appreciated.
	Project Information
	Quotation No.*
	
	Project Name*
	

	Client Information
	Name*
	
	Institute/Company*
	

	
	Address*
	
	Post Code
	

	
	Email*
	
	Tel/Fax
	

	Groken
Representative
	Name*
	
	Tel*
	

	
	Email*
	@grokenbioscience.com

	Transport Condition
	[image: image1.wmf] Dry Ice   [image: image2.wmf] Ice Pack   [image: image3.wmf] Room Temperature   [image: image4.wmf] Others        

	Sequence Platform*
	[image: image5.wmf] HiSeq2000   [image: image6.wmf] HiSeq2500   [image: image7.wmf] HiSeq4000   [image: image8.wmf] Nextseq500 [image: image9.wmf] Others        

	Sequencing Methods*
	[image: image10.wmf] SE50   [image: image11.wmf] PE100 (Rapid Mode)   [image: image12.wmf] PE125   [image: image13.wmf] PE150   [image: image14.wmf]PE250   [image: image15.wmf] Others______

	Library Sample

Information

	Sample Type*
DNA Library

[image: image16.wmf] Library with short DNA insertion   [image: image17.wmf] Library with long DNA insertion   [image: image18.wmf] ChIP
[image: image19.wmf] WGBS   [image: image20.wmf] MeDIP   [image: image21.wmf] RRBS  [image: image22.wmf] RAD library  [image: image23.wmf] PCR product library [image: image24.wmf]Others______________
RNA Library

[image: image25.wmf] RNA Transcriptome Library [image: image26.wmf] Strand-specific RNA Transcriptome Library 

[image: image27.wmf] RNA Quantification Library [image: image28.wmf] Small RNA Library [image: image29.wmf]Others_______________

	
	Mixed pooling Library (please indicate the types and number)



	
	Library Length: _____________

	
	GC content: [image: image30.wmf]≤40%    [image: image31.wmf]40-60%   [image: image32.wmf]≥60%
The bases distribute is uniform：[image: image33.wmf]YES   [image: image34.wmf]NO，Reasons：                  

If not specify uneven distribution of bases, so lead to poor data quality, party B will not bear the responsibility.

	
	Sample Status*  

[image: image35.wmf]Dissolved in ddH2O   [image: image36.wmf]Dissolved TE Buffer   [image: image37.wmf]Others_______________
Extraction Requirement*
________________________________________________

Is the sample contains hazardous or infectious substance?*
[image: image38.wmf]No    [image: image39.wmf]Yes

	Construction Method*
	Example of Library structure
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B

Rd1 SP

DNA Insert

Rd2 SP

Index

s
P7




Example of Library Sequence (please indicate same color as Library structure)

5’AATGATACGGCGACCACCGAGATCTACACTCTTTCCCTACACGACGCTCTTCCGATCT-DNA Insert-AGATCGGAAGAGCACACGTCTGAACTCCAGTCAC
Indexi7ATCTCGTATGCCGTCTTCTGCTTG3’

Please provide your information as shown above.

[image: image41.wmf] Library prepared with Illumina kit (Please indicate kit type, its stock NO. and adapter primer sequence)：

Code:
Library Structure:

[image: image42.wmf] Library prepared with non-Illumina kit (Please provide adapter primer sequences and indicate the position & sequences of index):

Library Structure:

Step of Library Construction:
Special sequences：[image: image43.wmf] No  [image: image44.wmf] Yes (Please indicate)


	*Sample ID
	*Tubes
No.
	*Species
	Index Sequence
	Target Data Amount
	Total Amount (ng)
	*Conc.

(ng/μL)
	*Volume
(μL)
	QPCR Conc.
	*Insert Fragment Size

	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	

	
	
	
	
	
	
	
	
	
	


Remarks:

Please provide any QC analysis result if you have performed (Agilent 2100).
_1500712562.unknown

_1500712570.unknown

_1500712574.unknown

_1500712576.unknown

_1500712577.unknown

_1500712575.unknown
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_1500712571.unknown
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_1500712554.unknown
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