
Principal Investigator: Date: 

Department:

Institution: Project #:

Phone #: Sample Location:

(In house use only)

Contact Person:

Phone #:

e-mail address:

Species of origin:

Human subjects approval?

If non-human animal (tissue, biopsy, etc):

Animal study approval?

Potential Hazards (viral, chemical, etc)?

YES / NO  (circle one) If yes, explain:

Were the samples derived from human embryonic stem cells?: YES / NO  (circle one)

Grant Funding this Work-No:_________________ Granting Agency:

Grant Title:

CCTS Grant Awardee? Yes/No (Circle one) Grant Award (e.g., T-32):

If human in origin (tissue, biopsy, etc): 

      YES / NO  (circle one)     IRB #__________

      YES / NO  (circle one)     AWC #__________

Quantitative Genomics Core Laboratory 
Meso Scale Sample Submission Form

http://www.uth.tmc.edu/research/corelabs/qgcl.html

Contact Information: (all information must be filled in)

Sample Information: (all information must be filled in)



Project #: Sample Location: PI:
(In house use only)

Place a minimum of 30 µl sample/well Sample Protein Concentration:                                 mg/ml

Freeze/thaw cycles/sample:

Species (eg. Human) Meso Scale Plate ID Samples/plate

Samples should be placed in 96-well PCR plates (Thermo-Fisher, cat #14230237, full skirt plate) 
leaving columns 7 & 8 blank for the standards. We recommend placing samples in duplicate, side-
by-side but other formats can be accommodated eg., replicates on multiple plates. Seal the plate 
prior to submission.

There are a maximum of 
40 samples/96-well plate 
in duplicate or 80 
samples/plate in 
singlicate.  Samples 
should not be 
freeze/thawed more than 
3 times prior to use. 
Please dilute samples to 
the same protein 
concentration. Determine 
protein concentration 
using a Bradford, Lowry, 
BCA or other similar 
method for data 
normalization. Using an 
A280 for complex protein 
mixtures is not accurate 
enough for data 
normalization.


