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Large Language Diffusion Models

Shen Nie! "t Fengqi Zhu'"f Zebin You'! Xiaolu Zhang?! Jingyang Ou'! Jun Hu?? Jun Zhou?
Yankai Lin'? Ji-Rong Wen! Chongxuan Li'#1

Abstract
&
Autoregressive models (ARMs) are widely re- és?
garded as the cornerstone of large language mod- §

els (LLMs). We challenge this notion by intro-
ducing LLaDA, a diffusion model trained from
scratch under the pre-training and supervised fine-
tuning (SFT) paradigm. LLaDA models distri-
butions through a forward data masking process
and a reverse process, parameterized by a vanilla
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Nie, Shen, et al. "Large Language Diffusion Models." arXiv:2502.09992 (2025).
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JanusDNA: A Powerful Bi-directional Hybrid DNA Foundation Model
Qihao Duan, Bingding Huang, Zhengiao Song, Irina Lehmann, Lei Gu, Roland Eils, Benjamin Wild

Large language models (LLMs) have revolutionized natural language processing and are increasingly applied to other sequential
data types, including genetic sequences. However, adap
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