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Highly conserved extended haplotypes of the major histocompatibility complex and their relationship 05 20
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Systematic integration of biomedical knowledge prioritizes drugs for repurposing. ELife, 2017, 6, .

Meta-analysis of genome-wide association studies reveals genetic overlap between Hodgkin lymphoma
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20

22

24

26

28

30

32

34

36

PouyAa KHANKHANIAN

ARTICLE IF CITATIONS

Video Capsule Endoscopy: |s Bowel Preparation Necessary?. Journal of Investigative Medicine, 2016, 64,

1114-1117.

Corticosteroida€induced morphological changes in cells of the myeloid lineage. American Journal of a1 5
Hematology, 2015, 90, 679-680. :
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