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result result result

nature
CONMMUNICATIONS

HE-EEREHA
ARTICLE

OPEN
In silico spectral libraries by deep learning facilitate
data-independent acquisition proteomics

Yi Yang@M, Xiaohui Lium 4, Chengpin Shen® 2, Yu Lm®3, Pengyuan Yang1 & Liang Qiao® ™

O BRRES[E). 25T
O HEwmERA

DeepDIA Analysis

Pi53Ae
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DeepDIA offers high quality MS2 train/predicted spectra for any organism fasta as well as iRT
train/prediction. DeepDIA is part of the Omicsolution (www.omicsolution.com) shiny project and
its models was trained on the project's/lab's High resolution mass spectrometry raw data or
DDA Spectronaut search results(protein/peptide/fragment report). When using deepDIA is
helpful for your research, please cite : Yang, Y., Liu, X., Shen, C. et al. In silico spectral libraries by
deep learning facilitate data-independent acquisition proteomics. Nat Commun 11, 146 (2020).
https.//doi.org/10.1038/541467-019-13866-z

SEEAFUFEFRRMESEY EFRREGAREDEE. L85 8ENRHTEIRA TN
A, EAATESTAZHFRIASIE, 7T (BS-BT) LiEdss 755" In silico spectral
libraries by deep learning facilitate data-independent acquisition proteomics"fIsF3T1E3Z, 1Zf5%
HAFREZ AT A 7 MRS ERRFF 2 EEER T EdeepDIA, LI 7 EEHFDDAZIDIA
HIEEIES, [F/HdeepDIAMSEEER T LIV=oTR TE(MERIOEEY, FFEFUER

TIEEERIRENEER, HRBADDAEEIMEER. BRItLr, IR TN
FRENETG ISR, FRUECAIRICEIRERAa e, R a s FATI— 2B

SIEIEERF, SEULIERERUREIERES A Spectronaut i HH{TDIASHT . il deepDIATIE
RUBRSTAREEN, B5IFALENE: Yang, Y., Liu, X, Shen, C. et al. In silico spectral libraries by deep
learning facilitate data-independent acquisition proteomics. Nat Commun 11, 146 (2020).
https://doi.org/10.1038/s41467-019-13866-z
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