Computational Method of

Antigen Discovery through SABR
Screen Using R




SABR Screen

* SABR libraries used to screen F{'Fm e ﬂ'fﬁrf
thousands of antigenic epitopes 080 o= (g9
SABR Library in "" H" “
NFAT-GFP-Jurkat [/ ".‘ l
* Data from ongoing antigen discovery
experiment for SARS-CoV-2 e e
* Screen consisted of ~10,000 Bvereany

epitopes for F5, C7, Clonotype 1,
Clonotype 2, and No TCR




Using ranks increases resolution

Ex. Dataset 2: F5 v. C7 for average ranks and average reads
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C7 Ranks
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CV versus Mean plots account for both read
values and variability between replicates

ELAGIGILTVGC

LISTQWSLEFGCG

ELIRRERHEE e

4+ MIERF¥YSLEGCG

&N lvimﬁ%@ggg

& VHNQDVNLGEG

SEVKSLYSIS |

um@

KDVVECLKL
NNLVPH

100

1000 10000

F5 Ranks

Legend
® C7

not top ranked
® shared

ELAGIGILTVGC
NLVPMVATVGCG
GDRWFLNRFGCG
MKFLVFLGIGCG
NMDQESFGGGCG
LEMKSEKQVGCG
WDLTAFGLVGCG
KDVVECLKLGCG
LKLANNSLKGCG
FKNLREFVFGCG

10004

NLVPMVATEGCG

HKDOVVECLKLGCG

0 100 150

C? Coefficent of Variation (%)



	Computational Method of Antigen Discovery through SABR Screen Using R��	By Louise Hicks �		
	Slide Number 2
	Slide Number 3
	Slide Number 4

