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ASE allele-specific expression 
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bp base pairs 
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c-eQTL causal eQTL SNP 
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Appendix 
1. Biopsy technique protocol 
 

1. The lower abdominal biopsy site is cleaned. Local anesthetic with adrenaline is 

infiltrated into the pre-inked skin. 

 

2. Stretching the skin perpendicular to the relaxed skin tension lines between thumb 

and finger either side of the area to be sampled, the punch blade is placed on the 

skin and rotated under gentle pressure by rolling it between the thumb and finger 

using a twisting drilling action. 

 

3. One should penetrate to the level of the fat layer to achieve a full thickness skin 

biopsy specimen. The specimen should be weighed, cut in half, and stored 

immediately in liquid nitrogen 

 

4. The specimen will either float up on the fat layer or can be gently lifted using a 

skin hook or gently applied forceps to allow specimen collection by cutting through 

the fat layer using a scalpel or sharp scissors. 

 

5. Further fat can be obtained by careful dissection of the fat layer using forceps and 

scalpel. The fat sample should be weighed and immediately stored in liquid 

nitrogen. 

 

6. Haemostasis can be achieved with direct pressure and/or interrupted sutures. 

Both absorbent and non-absorbent sutures can be used in a layered closure for 

larger punch defects. 

 

7. The resultant defect can be allowed to heal by secondary intention as an 

alternative method although optimal haemostasis and cosmesis as well as 

reduced healing time are usually seen with sutured wounds. 
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