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Supplemental Methods:

Transfection Assay

Cells were seeded into a 6-well plate and transfected with siRNA targeting the

sequence CCGAAATGCCACACTGGTCAA of the human CD13 sequence

(NM_001150) (Zhang et al., 2018, PMID: 30258365). Non-specific scrambled

siRNA duplex was purchased from GenePharma (Shanghai, China).

Transfection was conducted according to the Lipofection 2000 kit instructions.
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Supplemental Figures:

Supplemental Figure 1: CD13-targeting siRNA down-regulated the

expression level of CD13 mRNA and protein. PLC/PRF/5 cells were

transfected with CD13-targeting siRNA (siCD13) or control (siCT). qPCR (A)

and western blot (B) were used to detect CD13 expression in PLC/PRF/5 cells.

Data are represented as mean ± SD (n=3). *P ≤ 0.05.Statistical analysis was

carried out using Student’s t-test.
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Supplemental Figure 2: RNA transcriptome chip technology was employed to

detect mRNA levels in Ctrl and CD13 overexpression PLC/PRF/5 cells. (A)

Scatter plot showing the distribution of signal intensity in a rectangular

coordinate plane. Red and green dots outside intervals represent up-regulated

probes in the CD13 over-expression and control cells, respectively. (B)

Volcano plot image for all genes. Gray and red puncta represent equally (fold

change<1.5) and differentially (fold change ≥1.5) expressed mRNAs. (C) Heat

map generated using the R package to depict 1891 transcripts that are

significantly differentially expressed in PLC/PRF/5/CD13 cells (fold

change≥1.5, *P<0.05). Red and green respectively colors indicate

up-regulated and down-regulated transcripts.
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Supplemental Figure 3: A series of primers flanking the ATG7 promoter from

− 2074 to +100 were designed for ChIP assay followed by PCR analysis. The

region of the ATG7 promoter from −1809 to −1412 was detected to evaluate

CREB binding.


