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Monitoring & Analysis Based on AIoT and an LSTM Time-Series Framework. 

INTERNET OF THINGS  

https://abrc.sinica.edu.tw/pi?id=yalin&lang=ch
https://abrc.sinica.edu.tw/pi?id=yalin&lang=ch
https://abrc.sinica.edu.tw/pi?id=yalin&lang=ch
https://abrc.sinica.edu.tw/pi?id=yalin&lang=ch
https://abrc.sinica.edu.tw/pi?id=yalin&lang=ch
https://abrc.sinica.edu.tw/pi?id=yalin&lang=ch


2024 
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Small RNA profiling in Pinus pinaster reveals the transcriptome of 
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embryos. SCIENTIFIC REPORTS , 9, 11327  
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The Apostasia genome and the evolution of orchids. Nature , 549(7672), 379-

383  
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Promoting Rhizobacterium from the Rhizosphere of Formosa Lily in Taiwan. 

Genome Announcements , 5(46), e01290-17  
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Draft genome of Cercospora zeina, Fusarium pininemorale, 
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The genome of the seagrass Zostera marina reveals angiosperm adaptation 

to the sea. Nature , 530(7590), 331-335  
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Sundell D, Mannapperuma C, Netotea S, Delhomme N, Lin YC , Sjodin A, Van de 
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Delhomme N, Sundstrom G, Zamani N, Lantz H, Lin YC , Hvidsten TR, Hoppner 

MP, Jern P, Van de Peer Y, Lundeberg J, Grabherr MG, Street NR  

Serendipitous Meta-Transcriptomics: The Fungal Community of Norway 

Spruce (Picea abies). PloS one , 10(9), e0139080  

De La Torre AR, Lin YC , Van de Peer Y, Ingvarsson PK  

Genome-wide analysis reveals diverged patterns of codon bias, gene 

expression, and rates of sequence evolution in picea gene families. Genome 

Biology and Evolution , 7(4), 1002-1015  

Ghorbani S, Lin YC , Parizot B, Fernandez A, Njo MF, Van de Peer Y, Beeckman T, 
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Expanding the repertoire of secretory peptides controlling root development 
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Ranade SS, Lin YC , Van de Peer Y, Garcia-Gil MR  

Comparative in silico analysis of SSRs in coding regions of high confidence 
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haves, I., Lin, Y.-C. , Pinto-Ricardo, C., Van de Peer, Y. and Miguel, C.  

miRNA profiling in leaf and cork tissues of Quercus suber reveals novel 
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Genome dynamics of the human embryonic kidney 293 lineage in response 

to cell biology manipulations. Nature communications , 5, 4767  

Ranade SS, Lin YC , Zuccolo A, Van de Peer Y, Garcia-Gil Mdel R  
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Y, Devreese B  
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A comprehensive analysis of genes encoding small secreted proteins 
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