
Carsten Büning

Contact

Carsten Büning

1

https://forschung.kssg.ch/de/profiles/21788-carsten-buning/pdf
https://forschung.kssg.ch/de/profiles/21788-carsten-buning/pdf


 Publications (10)

Li D, Devlin B, Sharma Y, Torkvist L, Targan S, Stempak J, Simms L, Regueiro M, Proctor D, Borneman J, Hakonarson
H, McGovern D, Braun J, Cho J, Silverberg M, Rioux J, Brant S, Daly M, Xavier R, Milgrom R, Glas J, Halfvarson J,
Radford-Smith G, Brand S, D'Amato M, Hui K, Jacobs J, Haritunians T, Achkar J, Niess J, Kugathasan S, Fiocchi C,
Dubinsky M, Baidoo L, Aumais G, Ananthakrishnan A, Klei L, Schumm L, Büning C, Duerr R. A Pleiotropic Missense
Variant in SLC39A8 Is Associated With Crohn's Disease and Human Gut Microbiome Composition. Gastroenterology
2016; 151:724-32.

Flachsbart F, Brand S, Peters A, Strauch K, Müller-Nurasyid M, Hoffmann P, Nöthen M, Lieb W, Franke A, Schreiber S,
Büning C, Galan P, Derbois C, Ellinghaus D, Gentschew L, Heinsen F, Caliebe A, Christiansen L, Nygaard M,
Christensen K, Blanché H, Deleuze J, Nebel A. Immunochip analysis identifies association of the RAD50/IL13 region
with human longevity. Aging Cell 2016; 15:585-8.

Fischer A, Nöthen M, Herms S, Gieger C, Strauch K, Winkelmann J, Boehm B, Brand S, Büning C, Schürmann M,
Ellinghaus E, Baurecht H, Lieb W, Nebel A, Müller-Quernheim J, Franke A, Schreiber S, Homolka J, Sterclova M,
Ellinghaus D, Nutsua M, Hofmann S, Montgomery C, Iannuzzi M, Rybicki B, Petrek M, Mrazek F, Pabst S, Grohé C,
Grunewald J, Ronninger M, Eklund A, Padyukov L, Mihailovic-Vucinic V, Jovanovic D. Identification of Immune-
Relevant Factors Conferring Sarcoidosis Genetic Risk. Am J Respir Crit Care Med 2015; 192:727-36.

Li J, Gieger C, Nöthen M, Büning C, Brand S, Sullivan K, Orange J, Fevang B, Schreiber S, Lieb W, Aukrust P, Chapel
H, Cunningham-Rundles C, Franke A, Karlsen T, Grimbacher B, Hakonarson H, Hammarström L, Winkelmann J, Nair
R, Elder J, Jørgensen S, Maggadottir S, Bakay M, Warnatz K, Glessner J, Pandey R, Salzer U, Schmidt R, Perez E,
Resnick E, Goldacker S, Buchta M, Witte T, Padyukov L, Videm V, Folseraas T, Atschekzei F, Ellinghaus E. Association
of CLEC16A with human common variable immunodeficiency disorder and role in murine B cells. Nat Commun 2015;
6:6804.

Baurecht H, Mrowietz U, Nair R, Nöthen M, Novak N, O'Regan G, Schreiber S, Smith C, Strauch K, Stuart P, Trembath
R, Tsoi L, Weichenthal M, Barker J, Elder J, Weidinger S, Cordell H, Morris D, McLean W, Marenholz I, Hotze M, Brand
S, Büning C, Cormican P, Corvin A, Ellinghaus D, Ellinghaus E, Esparza-Gordillo J, Fölster-Holst R, Franke A, Gieger C,
Hübner N, Illig T, Irvine A, Kabesch M, Lee Y, Lieb W, Brown S. Genome-wide comparative analysis of atopic
dermatitis and psoriasis gives insight into opposing genetic mechanisms. Am J Hum Genet 2015; 96:104-20.

Weidinger S, Duerr R, Boehm B, Illig T, Winkelmann J, Fölster-Holst R, Nöthen M, Hoffmann P, Zhang X, Yang S, Zuo
X, Büning C, Brand S, Franke A, Lee Y, Schreiber S, Irvine A, McLean W, Brown S, Kabesch M, Fahy C, McAleer M, Glas
J, Sun L, Elder J, Stuart P, Maintz L, Michel S, Novak N, Schaarschmidt H, Hübner N, Marenholz I, Matanovic A,
Rodríguez E, Esparza-Gordillo J, Baurecht H, Werfel T, Meyer-Hoffert U, Tsoi L, Nakamura Y, Takahashi A, Kubo M,
Tamari M, Hirota T, Herder C, Heim K, Prokisch H, Hotze M, Ellinghaus D. High-density genotyping study identifies
four new susceptibility loci for atopic dermatitis. Nat Genet 2013; 45:808-12.

Franke A, Büning C, Duerr R, Nöthen M, Wang J, Vatn M, Mathew C, Sanderson J, Rutgeerts P, Vermeire S, McArdle
W, Strachan D, Wijmenga C, Sans M, Brand S, Glas J, Parkes M, Schreiber S, Rosenstiel P, Subramani S, Karlsen T,
Nothnagel M, Daly M, D'Amato M, Halfvarson J, Annese V, Latiano A, Illig T, Winkelmann J, Ponsioen C, Weersma R,
Nikolaus S, Liu X, Doncheva N, Skieceviciene J, Rivas M, Keller A, Ellinghaus E, Bromberg Y, Stade B, Jiang T, Till A,
Lipinski S, Zeissig S, Zhang H, Liu Q, Jiang F, Krawczak M, Kayser M, Kupcinskas L, Vogel U, Andersen V, Lee J,
Berzuini C, Goodall J, Boehm B, Häsler R, Albrecht M, Mayr G, Forster M, Ellinghaus D. Association between variants
of PRDM1 and NDP52 and Crohn's disease, based on exome sequencing and functional studies. Gastroenterology
2013; 145:339-47.

2

https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7609-a-pleiotropic-missense-variant-in-slc39a8-is-associated-with-crohns-disease-and-human-gut-microbiome-composition
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7608-immunochip-analysis-identifies-association-of-the-rad50il13-region-with-human-longevity
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7620-identification-of-immune-relevant-factors-conferring-sarcoidosis-genetic-risk
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7606-association-of-clec16a-with-human-common-variable-immunodeficiency-disorder-and-role-in-murine-b-cells
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7605-genome-wide-comparative-analysis-of-atopic-dermatitis-and-psoriasis-gives-insight-into-opposing-genetic-mechanisms
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7601-high-density-genotyping-study-identifies-four-new-susceptibility-loci-for-atopic-dermatitis
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/en/publications/7576-association-between-variants-of-prdm1-and-ndp52-and-crohns-disease-based-on-exome-sequencing-and-functional-studies
https://forschung.kssg.ch/de/profiles/21788-carsten-buning/pdf
https://forschung.kssg.ch/de/profiles/21788-carsten-buning/pdf


Kupcinskas L, Potocnik U, Prescott N, Regueiro M, Rotter J, Russell R, Sanderson J, Sans M, Satsangi J, Schreiber S,
Simms L, Sventoraityte J, Ponsioen C, Palmieri O, Kugathasan S, Latiano A, Laukens D, Lawrance I, Lees C, Louis E,
Mahy G, Mansfield J, Morgan A, Mowat C, Newman W, Targan S, Taylor K, Tremelling M, Hakonarson H, Brant S,
Radford-Smith G, Mathew C, Rioux J, Schadt E, Daly M, Franke A, Parkes M, Vermeire S, Barrett J, Annese V,
Silverberg M, Verspaget H, De Vos M, Wijmenga C, Wilson D, Winkelmann J, Xavier R, Zeissig S, Zhang B, Zhang C,
Zhao H, Cho J, Karlsen T, Jostins L, Theatre E, Spain S, Raychaudhuri S, Goyette P, Wei Z, Abraham C, Achkar J,
Ahmad T, Amininejad L, Ananthakrishnan A, Andersen V, Cleynen I, Ning K, Ripke S, Weersma R, Duerr R, McGovern
D, Hui K, Lee J, Schumm L, Sharma Y, Anderson C, Essers J, Mitrovic M, Andrews J, Baidoo L, Balschun T, Ferguson L,
Franchimont D, Fransen K, Gearry R, Georges M, Gieger C, Glas J, Haritunians T, Hart A, Hawkey C, Hedl M,
Ellinghaus D, Edwards C, Bampton P, Bitton A, Boucher G, Brand S, Büning C, Cohain A, Cichon S, D'Amato M, De
Jong D, Devaney K, Dubinsky M, Hu X. Host-microbe interactions have shaped the genetic architecture of
inflammatory bowel disease. Nature 2012; 491:119-24.

Phillips A, van den Berg L, Vatn M, Verspaget H, Walters T, Wijmenga C, Wilson D, Westra H, Xavier R, Zhao Z,
Ponsioen C, Andersen V, Torkvist L, Targan S, Steinhart A, Prescott N, Proctor D, Roberts R, Russell R, Rutgeerts P,
Sanderson J, Sans M, Schumm P, Seibold F, Sharma Y, Simms L, Seielstad M, Gazouli M, Anagnou N, Satsangi J, Cho J,
Schreiber S, Daly M, Barrett J, Parkes M, Annese V, Hakonarson H, Radford-Smith G, Duerr R, Vermeire S, Weersma
R, Chamaillard M, Brant S, Karlsen T, Kupcinskas L, Sventoraityte J, Mansfield J, Kugathasan S, Silverberg M,
Halfvarson J, Rotter J, Mathew C, Griffiths A, Gearry R, Ahmad T, Rioux J, Panés J, Anderson C, Baldassano R,
Barclay M, Bayless T, Brand S, Büning C, Colombel J, Denson L, De Vos M, Dubinsky M, Edwards C, Ellinghaus D,
Fehrmann R, Baidoo L, Bumpstead S, Boucher G, Lees C, Franke A, D'Amato M, Taylor K, Lee J, Goyette P, Imielinski
M, Latiano A, Lagacé C, Scott R, Amininejad L, Floyd J, Florin T, Libioulle C, Louis E, McGovern D, Milla M,
Montgomery G, Morley K, Mowat C, Ng A, Newman W, Ophoff R, Papi L, Palmieri O, Levine A, Lemann M,
Franchimont D, Franke L, Georges M, Glas J, Glazer N, Guthery S, Haritunians T, Hayward N, Hugot J, Jobin G,
Laukens D, Lawrance I, Peyrin-Biroulet L. Meta-analysis identifies 29 additional ulcerative colitis risk loci, increasing
the number of confirmed associations to 47. Nat Genet 2011; 43:246-52.

Glas J, Mowat C, Newman W, Panés J, Phillips A, Proctor D, Regueiro M, Russell R, Rutgeerts P, Sanderson J, Sans M,
Louis E, Libioulle C, Van Gossum A, Guthery S, Halfvarson J, Verspaget H, Hugot J, Karban A, Laukens D, Lawrance I,
Lemann M, Levine A, Seibold F, Steinhart A, Mansfield J, Vermeire S, Duerr R, Silverberg M, Satsangi J, Schreiber S,
Cho J, Annese V, Hakonarson H, Daly M, Griffiths A, Kugathasan S, Stokkers P, Torkvist L, Kullak-Ublick G, Wilson D,
Walters T, Targan S, Brant S, Rioux J, D'Amato M, Weersma R, Parkes M, Franke A, Ellinghaus D, Festen E, Georges M,
Green T, Haritunians T, Jostins L, Latiano A, Mathew C, Montgomery G, Prescott N, Bumpstead S, Bis J, McGovern D,
Barrett J, Wang K, Radford-Smith G, Ahmad T, Lees C, Balschun T, Lee J, Roberts R, Anderson C, Raychaudhuri S,
Rotter J, Colombel J, Cottone M, Stronati L, Denson T, De Vos M, D'Inca R, Dubinsky M, Edwards C, Florin T,
Franchimont D, Cohen A, Büning C, Schumm P, Sharma Y, Simms L, Taylor K, Whiteman D, Wijmenga C, Baldassano
R, Barclay M, Bayless T, Brand S, Gearry R. Genome-wide meta-analysis increases to 71 the number of confirmed
Crohn's disease susceptibility loci. Nat Genet 2010; 42:1118-25.

3

https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7574-host-microbe-interactions-have-shaped-the-genetic-architecture-of-inflammatory-bowel-disease
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7570-meta-analysis-identifies-29-additional-ulcerative-colitis-risk-loci-increasing-the-number-of-confirmed-associations-to-47
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/en/publications/7569-genome-wide-meta-analysis-increases-to-71-the-number-of-confirmed-crohns-disease-susceptibility-loci
https://forschung.kssg.ch/de/profiles/21788-carsten-buning/pdf
https://forschung.kssg.ch/de/profiles/21788-carsten-buning/pdf


 Projects (0)

No results found.

Kantonsspital St.Gallen Rorschacher Strasse 95 CH-9007 St.Gallen T: +41 71 494 11 11
 

support.forschung@kssg.ch
 

4

tel:+41714941111
tel:+41714941111
tel:+41714941111
mailto:support.forschung@kssg.ch
mailto:support.forschung@kssg.ch
mailto:support.forschung@kssg.ch
https://forschung.kssg.ch/de/profiles/21788-carsten-buning/pdf
https://forschung.kssg.ch/de/profiles/21788-carsten-buning/pdf

	Carsten Büning
	Contact

	Publications (10)
	Li D, Devlin B, Sharma Y, Torkvist L, Targan S, Stempak J, Simms L, Regueiro M, Proctor D, Borneman J, Hakonarson H, McGovern D, Braun J, Cho J, Silverberg M, Rioux J, Brant S, Daly M, Xavier R, Milgrom R, Glas J, Halfvarson J, Radford-Smith G, Brand S, D'Amato M, Hui K, Jacobs J, Haritunians T, Achkar J, Niess J, Kugathasan S, Fiocchi C, Dubinsky M, Baidoo L, Aumais G, Ananthakrishnan A, Klei L, Schumm L, Büning C, Duerr R. A Pleiotropic Missense Variant in SLC39A8 Is Associated With Crohn's Disease and Human Gut Microbiome Composition. Gastroenterology 2016; 151:724-32.
	Flachsbart F, Brand S, Peters A, Strauch K, Müller-Nurasyid M, Hoffmann P, Nöthen M, Lieb W, Franke A, Schreiber S, Büning C, Galan P, Derbois C, Ellinghaus D, Gentschew L, Heinsen F, Caliebe A, Christiansen L, Nygaard M, Christensen K, Blanché H, Deleuze J, Nebel A. Immunochip analysis identifies association of the RAD50/IL13 region with human longevity. Aging Cell 2016; 15:585-8.
	Fischer A, Nöthen M, Herms S, Gieger C, Strauch K, Winkelmann J, Boehm B, Brand S, Büning C, Schürmann M, Ellinghaus E, Baurecht H, Lieb W, Nebel A, Müller-Quernheim J, Franke A, Schreiber S, Homolka J, Sterclova M, Ellinghaus D, Nutsua M, Hofmann S, Montgomery C, Iannuzzi M, Rybicki B, Petrek M, Mrazek F, Pabst S, Grohé C, Grunewald J, Ronninger M, Eklund A, Padyukov L, Mihailovic-Vucinic V, Jovanovic D. Identification of Immune-Relevant Factors Conferring Sarcoidosis Genetic Risk. Am J Respir Crit Care Med 2015; 192:727-36.
	Li J, Gieger C, Nöthen M, Büning C, Brand S, Sullivan K, Orange J, Fevang B, Schreiber S, Lieb W, Aukrust P, Chapel H, Cunningham-Rundles C, Franke A, Karlsen T, Grimbacher B, Hakonarson H, Hammarström L, Winkelmann J, Nair R, Elder J, Jørgensen S, Maggadottir S, Bakay M, Warnatz K, Glessner J, Pandey R, Salzer U, Schmidt R, Perez E, Resnick E, Goldacker S, Buchta M, Witte T, Padyukov L, Videm V, Folseraas T, Atschekzei F, Ellinghaus E. Association of CLEC16A with human common variable immunodeficiency disorder and role in murine B cells. Nat Commun 2015; 6:6804.
	Baurecht H, Mrowietz U, Nair R, Nöthen M, Novak N, O'Regan G, Schreiber S, Smith C, Strauch K, Stuart P, Trembath R, Tsoi L, Weichenthal M, Barker J, Elder J, Weidinger S, Cordell H, Morris D, McLean W, Marenholz I, Hotze M, Brand S, Büning C, Cormican P, Corvin A, Ellinghaus D, Ellinghaus E, Esparza-Gordillo J, Fölster-Holst R, Franke A, Gieger C, Hübner N, Illig T, Irvine A, Kabesch M, Lee Y, Lieb W, Brown S. Genome-wide comparative analysis of atopic dermatitis and psoriasis gives insight into opposing genetic mechanisms. Am J Hum Genet 2015; 96:104-20.
	Weidinger S, Duerr R, Boehm B, Illig T, Winkelmann J, Fölster-Holst R, Nöthen M, Hoffmann P, Zhang X, Yang S, Zuo X, Büning C, Brand S, Franke A, Lee Y, Schreiber S, Irvine A, McLean W, Brown S, Kabesch M, Fahy C, McAleer M, Glas J, Sun L, Elder J, Stuart P, Maintz L, Michel S, Novak N, Schaarschmidt H, Hübner N, Marenholz I, Matanovic A, Rodríguez E, Esparza-Gordillo J, Baurecht H, Werfel T, Meyer-Hoffert U, Tsoi L, Nakamura Y, Takahashi A, Kubo M, Tamari M, Hirota T, Herder C, Heim K, Prokisch H, Hotze M, Ellinghaus D. High-density genotyping study identifies four new susceptibility loci for atopic dermatitis. Nat Genet 2013; 45:808-12.
	Franke A, Büning C, Duerr R, Nöthen M, Wang J, Vatn M, Mathew C, Sanderson J, Rutgeerts P, Vermeire S, McArdle W, Strachan D, Wijmenga C, Sans M, Brand S, Glas J, Parkes M, Schreiber S, Rosenstiel P, Subramani S, Karlsen T, Nothnagel M, Daly M, D'Amato M, Halfvarson J, Annese V, Latiano A, Illig T, Winkelmann J, Ponsioen C, Weersma R, Nikolaus S, Liu X, Doncheva N, Skieceviciene J, Rivas M, Keller A, Ellinghaus E, Bromberg Y, Stade B, Jiang T, Till A, Lipinski S, Zeissig S, Zhang H, Liu Q, Jiang F, Krawczak M, Kayser M, Kupcinskas L, Vogel U, Andersen V, Lee J, Berzuini C, Goodall J, Boehm B, Häsler R, Albrecht M, Mayr G, Forster M, Ellinghaus D. Association between variants of PRDM1 and NDP52 and Crohn's disease, based on exome sequencing and functional studies. Gastroenterology 2013; 145:339-47.
	Kupcinskas L, Potocnik U, Prescott N, Regueiro M, Rotter J, Russell R, Sanderson J, Sans M, Satsangi J, Schreiber S, Simms L, Sventoraityte J, Ponsioen C, Palmieri O, Kugathasan S, Latiano A, Laukens D, Lawrance I, Lees C, Louis E, Mahy G, Mansfield J, Morgan A, Mowat C, Newman W, Targan S, Taylor K, Tremelling M, Hakonarson H, Brant S, Radford-Smith G, Mathew C, Rioux J, Schadt E, Daly M, Franke A, Parkes M, Vermeire S, Barrett J, Annese V, Silverberg M, Verspaget H, De Vos M, Wijmenga C, Wilson D, Winkelmann J, Xavier R, Zeissig S, Zhang B, Zhang C, Zhao H, Cho J, Karlsen T, Jostins L, Theatre E, Spain S, Raychaudhuri S, Goyette P, Wei Z, Abraham C, Achkar J, Ahmad T, Amininejad L, Ananthakrishnan A, Andersen V, Cleynen I, Ning K, Ripke S, Weersma R, Duerr R, McGovern D, Hui K, Lee J, Schumm L, Sharma Y, Anderson C, Essers J, Mitrovic M, Andrews J, Baidoo L, Balschun T, Ferguson L, Franchimont D, Fransen K, Gearry R, Georges M, Gieger C, Glas J, Haritunians T, Hart A, Hawkey C, Hedl M, Ellinghaus D, Edwards C, Bampton P, Bitton A, Boucher G, Brand S, Büning C, Cohain A, Cichon S, D'Amato M, De Jong D, Devaney K, Dubinsky M, Hu X. Host-microbe interactions have shaped the genetic architecture of inflammatory bowel disease. Nature 2012; 491:119-24.
	Phillips A, van den Berg L, Vatn M, Verspaget H, Walters T, Wijmenga C, Wilson D, Westra H, Xavier R, Zhao Z, Ponsioen C, Andersen V, Torkvist L, Targan S, Steinhart A, Prescott N, Proctor D, Roberts R, Russell R, Rutgeerts P, Sanderson J, Sans M, Schumm P, Seibold F, Sharma Y, Simms L, Seielstad M, Gazouli M, Anagnou N, Satsangi J, Cho J, Schreiber S, Daly M, Barrett J, Parkes M, Annese V, Hakonarson H, Radford-Smith G, Duerr R, Vermeire S, Weersma R, Chamaillard M, Brant S, Karlsen T, Kupcinskas L, Sventoraityte J, Mansfield J, Kugathasan S, Silverberg M, Halfvarson J, Rotter J, Mathew C, Griffiths A, Gearry R, Ahmad T, Rioux J, Panés J, Anderson C, Baldassano R, Barclay M, Bayless T, Brand S, Büning C, Colombel J, Denson L, De Vos M, Dubinsky M, Edwards C, Ellinghaus D, Fehrmann R, Baidoo L, Bumpstead S, Boucher G, Lees C, Franke A, D'Amato M, Taylor K, Lee J, Goyette P, Imielinski M, Latiano A, Lagacé C, Scott R, Amininejad L, Floyd J, Florin T, Libioulle C, Louis E, McGovern D, Milla M, Montgomery G, Morley K, Mowat C, Ng A, Newman W, Ophoff R, Papi L, Palmieri O, Levine A, Lemann M, Franchimont D, Franke L, Georges M, Glas J, Glazer N, Guthery S, Haritunians T, Hayward N, Hugot J, Jobin G, Laukens D, Lawrance I, Peyrin-Biroulet L. Meta-analysis identifies 29 additional ulcerative colitis risk loci, increasing the number of confirmed associations to 47. Nat Genet 2011; 43:246-52.
	Glas J, Mowat C, Newman W, Panés J, Phillips A, Proctor D, Regueiro M, Russell R, Rutgeerts P, Sanderson J, Sans M, Louis E, Libioulle C, Van Gossum A, Guthery S, Halfvarson J, Verspaget H, Hugot J, Karban A, Laukens D, Lawrance I, Lemann M, Levine A, Seibold F, Steinhart A, Mansfield J, Vermeire S, Duerr R, Silverberg M, Satsangi J, Schreiber S, Cho J, Annese V, Hakonarson H, Daly M, Griffiths A, Kugathasan S, Stokkers P, Torkvist L, Kullak-Ublick G, Wilson D, Walters T, Targan S, Brant S, Rioux J, D'Amato M, Weersma R, Parkes M, Franke A, Ellinghaus D, Festen E, Georges M, Green T, Haritunians T, Jostins L, Latiano A, Mathew C, Montgomery G, Prescott N, Bumpstead S, Bis J, McGovern D, Barrett J, Wang K, Radford-Smith G, Ahmad T, Lees C, Balschun T, Lee J, Roberts R, Anderson C, Raychaudhuri S, Rotter J, Colombel J, Cottone M, Stronati L, Denson T, De Vos M, D'Inca R, Dubinsky M, Edwards C, Florin T, Franchimont D, Cohen A, Büning C, Schumm P, Sharma Y, Simms L, Taylor K, Whiteman D, Wijmenga C, Baldassano R, Barclay M, Bayless T, Brand S, Gearry R. Genome-wide meta-analysis increases to 71 the number of confirmed Crohn's disease susceptibility loci. Nat Genet 2010; 42:1118-25.

	Projects (0)

