A validated bioinformatics tool-set for predicting TCR specificity

Q:g I m mu noscape Abstract Number: 3559

Andreas Wilm#*, Florian Schmidt!, Melissa Wirawan!, Manisha Cooray!, Kan Xing Wu', Katja Fink!, Daniel MaclLeod!
1: ImmunoScape Pte Ltd, 1 Scotts Road, #24-10, Singapore 228208, 2: ImmunoScape, Inc., 11575 Sorrento Valley Road, Suite 204, San Diego, CA 92121, United States, #andreas.wilm@immunoscape.com

Background Similarity searches for validated TCRs (2)
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