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Deep Learning for Sequencing Data Analysis

MER - FEEBEEARSHEEEFRAEBNNT  EEASTEWIRNAR -
R EBEP - HARTREBRNREEEER MIEENRNY - WwH
D EH SRR

(1) variant calling : Deep\/ariant FHREEEGKEKELR  HEFRMAS

ZERRNEEES BTN - BSERORE -
IP'—‘;;_Q"":'—;—"—“: (2) scRNA-seq imputation : ERAAEMER - 1
:;":;25’255“ il EMEEFUPES (generative adversarial networks,

§ GAN) =i Z2B&4RiEss (autoencoder) - ¥ E 4
Prm——— e+ Y €A L
' == | R ERRROFEE - MARKEE -

|

|

|

¥

| ! Reference | rcacoocos
f  Heas
)

I

|

|

|

|

)
]
i i : Imputed
| RGB pixel i1
i encoded | ..
\ |
o | oo
I Convolutional | k4] b4
I neural network ] S - 5 .
| (CNN) 1 ) ©
: e, | EEENEEE
Genotype =
b ke wsiioa Y ! -
| : cells cells
I I
\

Heterozygous variant call
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http://bct.binfo.org.tw/node/132
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