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By 
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Sample Submission Form (please fill the areas below)
Customer information:
PI’s Name: _________________
Name: ________________
Department: ______________Institute: ___________   __ _
Phone: ________________
Fax: ________________
Email: ____________________
Address: _______________________________________________________________
Name of the sample(s): _______________________________________________ ____
                                                                                                                                             .

                                                                                                                                             .
Service ID/Array type: □   Agilent miRNA 8x15K_________ (species)
· Life tech miRNA OpenArray  _________ (species)
· other                                      .  (Array name and species)
Date of sample submission: _______________________________________________

· Special request: □ I want to take back all of the remnant samples that I have delivered 
 after the processing of the experiments.
RNA quantification and quality control performed by the customer:
The criteria of RNA integrity and quantity was shown on 

http://genmed.sinica.edu.tw/ microarray/RNA_QC.html

· RNA Integrity Test: 

□ Electrophoresis gel result of the RNA sample(s) 

□ Agilent 2100 Bioanalyzer graphic result


  

**The image should show two predominant and intact eukaryotic ribosomal RNA bands －28S and 18S. If it is presence of a smear that means RNA has been degraded. If there is a sign close to loading well that means the sample has been contaminated by genomic DNA.

· For electrophoresis, the O.D. A260 /A280 ratio should be close to 2.0 for pure RNA (ratios between 1.8 and 2.1 are acceptable). 

· For 2100 Bioanalyzer, the RIN value should be more than 8 for each RNA sample.

· RNA quantity and purity test

Total RNA concentration should be near 200 ng/μl, and the amount must be more than 10μl. (For Agilent array)
Total RNA concentration should be near 100 ng/μl, and the amount must be more than 10μl. (For Life tech-OpenArray)
	Sample ID＊
	Conc. (ng/μl) ＊
	OD260/280 Ratio ＊
(Spectrometer) 
	RIN value

(Agilent system)

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	

	
	
	
	


           ＊The column must be filled in definitely.

□ Data comparison (optional)

	□ One control versus multiple experiments:

	Exp.                                   .
	Exp.                                   .
	

	Exp.                                   .
	Exp.                                   .
	

	Exp.                                   .
	Exp.                                   .
	VS. Control                                         .

	Exp.                                   .
	Exp.                                   .
	

	Exp.                                   .
	Exp.                                   .
	

	□ One control versus one experiment:

	Exp.                      .   VS. Control                       . 
	Exp.                      .   VS. Control                       . 

	Exp.                      .   VS. Control                       . 
	Exp.                      .   VS. Control                       . 

	Exp.                      .   VS. Control                       . 
	Exp.                      .   VS. Control                       . 

	Exp.                      .   VS. Control                       . 
	Exp.                      .   VS. Control                       . 


依據【生技類核心設施平台維運計畫--核心設施行政業務管理手冊】規定，凡利用核心設施服務之實驗結果發表研究成果(含學術演講、論文、著作、專利..等)，務必於致謝部份感謝所使用之核心設施，並有義務經成果項目列表回報給核心設施。
陽明交通大學腫瘤惡化卓越研究中心（以下簡稱本中心）高通量基因體暨巨量資料分析核心設施接受生技類核心設施平台維運計畫支援，提供國內研究工作者有關基因體研究之技術服務、諮詢與合作。相關成果發表時之致謝聲明範例如下：
· 中文
感謝國立陽明交通大學腫瘤惡化卓越研究中心高通量基因體暨巨量資料分析核心設施，提供       ______________技術服務。此高通量基因體暨巨量資料分析核心設施接受科技部生技類核心設施平台維運計畫支援
· 英文
The authors acknowledge the technical services (supports) provided by High-throughput Genome and Big Data Analysis Core Facility of the National Yang Ming Chiao Tung University Cancer Progression Research Center.  High-throughput Genome and Big Data Analysis Core Facility is supported by National Core Facility Program for Biotechnology (NCFPB), National Science Council. 

附註：敝單位接受客戶對於實驗結果提出質疑的追溯期為半年，因此對於客戶樣品的保存期限也是半年。若您對實驗結果有任何疑義，請於半年內提出商議或要求進行再次確認實驗；若您要將送至敝單位的樣品取回，也請於半年內提出並簽署切結書，半年後敝單位將不接受任何申訴也不負樣品保管之責。
I’ve checked and confirmed the document of the submission form.   I also realize the acknowledgement requirement of the service and I agree the requirement.

P.I. Signature: 
__                         _



Comment:
(official only)
Approval  □ YES      □ NO

Signature: 
___


Sample transportation:
· Deliver the sample in a dry iced-container, together with [Sample Submission Form] to   台北市北投區立農街二段155號傳統醫學大樓528室
        「高通量基因體暨巨量資料分析核心設施」收
· Please inform us the delivery by phone (02) 2826-7337 (02) 2826-7000 ext 5125,  
by fax (02) 2826 1444, or by e-mail to genoinfocore@nycu.edu.tw
National Core Facility Program for Biotechnology


High-throughput Genome and Big Data Analysis Core Facility





Please paste your image here





For Electrophoresis:


Please refer to the image at the left for the layout of the gel


Lane 1:100 bp DNA ladder


Lane 2: acceptable quality


Lane 3: heavily degraded total RNA


Lane 4: slightly degraded and DNA- contaminated sample


Lane 5: 1 Kb DNA ladder





For Bioanalyzer:


Please paste the graphic result to show there is no degradation. 
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