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® [.X-2, a human HSC cell line; p-SMAD3: a key mediator of TGFb-triggered fibrotic response.
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2.10. Real-time PCR analyses

After exposure to 0, 25, 50, 100, or 200 pg/ml of PM, 5 for 48 h,
total RNA of the A549 cells was extracted with TRIZOL according to
the protocol of the manufacturer. The cDNA was used as a template
to examine the mRNA expression levels of atg5 and beclinl by
using SYBR green supermix (Toyobo, ShangHai, China). The primer

sequences for real-time PCR were as follows: g-actin, 5'-TGACGTG-
GACATCCGCAAAG-3’ (sense), 5'-CTGGAAGGG-ACAGCGAGG-3
(antisense); atgb, 5-TCTGCTTTCCTCCACTGCCAT-3" (sense), 5'-
GGCCAAAGGTTTCAGCTTCATT-3 (antisense); beclinl, 5'-
GGCACAATCAATAACT-TCAGGC-3" (sense), 5'-TTATTGGCCAGAG-
CATGGAG-3' (anti-sense). The PCR cycle was as follows: initial

denaturant at 95 °C for 5 min, followed by 40 cycles of denaturant
at 95 °C for 30 s, annealing at 60 °C for 30 s and extension at 72 °C
for 30 s. The amount of target genes was analyzed using the ACt
method following the normalization through p-actin.
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https://pga.mgh.harvard.edu/primerbank/

PrimerBank

PCR Primers for Gene Expression Detection and Quantification

Home/Search PCR Protocol Primer Statistics Comments Primer Links Citation Policy Help/FAQ

Primer Search

Search for PCR Primers Order Oligos

You can have primers synthesized and PCR reaction
products sequenced at:

Search by |GenBank Accession V|

Species | All Species v

For text | | submit |

DNA Core Facility

Center for Computational and Integrative Biology

You can blast your sequence against the primerbank
sequence DB here.

PrimerBank is a public resource for PCR primers. These primers are designed for gene expression detection or
quantification (real-time PCR). PrimerBank contains over 306,800 primers covering most known human and mouse
genes. There are several ways to search for primers: GenBank Accession, NCBI protein accession, NCBI Gene ID, Gene
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¥ haol23 ERIME e primer bank &) @ PrimerBank = atgl2 - Gene - | e XS BEELRE SHEEPCI e SCATSCYEREEPCI e SCASCYEERPC
How To [¥)
[atg12 [ search
Create RSS Create alert Advanced
Tabular » 20 per page ~ Sort by Relevance « Send fo: =
See ATG12 autophagy related 12 in the Gene database
atg12 in Homo sapiens Mus musculus Rattus norvegicus All 227 Gene records

Search results

Items: 1 to 20 of 831 Page E| of 42  Next> | Last>>

0 See also 29 discontinued or replaced items.

10 rmrrintinn 1 nrﬂ\n AM w
[1 ATG12 autophagy related 12 [Homo sapiens (human}] Chromosome 5, NC_000005.10 APG12, APG12L, FBR93, HAPG12 609608
: 1D: 9140 (115828196..115841851, complement)
clear

L1 Atg12 Autophagy-related 12 [Drosophila melanogaster (fruit Chromosome 3L, NT_037436.4 Dmel_CG10861, ATG12, CG10861, Dmel\CG10861,
1D: 39383 fiy)l (12136967..12137559) atg12
[ Atg12 autophagy related 12 [Mus musculus (house mouse)] Chromosome 18, NC_000084.6 4931423H11Rik, A330058M13Rik, Apg12Il, Atg12
1D: 67526 (46732417 46741839, complement)
[1ATG12 Atg12p [Saccharomyces cerevisiae S288C] Chromosome |, NC_001134.8 YBR217W, APG12
ID: 852518 (657832.658392)
[ atg12 autophagy related 12 [Rattus norvegicus (Norway rat)] Chromosome 18, NC_005117 4 Apg12l
ID: 361321 (40721799..40732143, complement)
[ atg12 ATG12 autophagy related 12 homolog (S. cerevisiae) Chromosome 16, NC_007127.7
ID: 570965 [Danio rerio (zebrafish)] (13883934..13888546)
[ aATG12 autophagy related 12 [Bos faurus (cattle)] Chromosome 10, NC_037337.1
ID: 767903 (4680210..4702517, complement)
[ atg12 autophagy-associated ubiquitin-like modifier Atg12 Chromosome |, NC_003424.3 SPAC1783.06¢c, apg12
1D: 2542368 [Schizosaccharomyces pombe (fission yeast)] (2199327..2200168, complement)
[1ATG12 autophagy related 12 [Canis lupus familiaris (dog)] Chromosome 11, NC_006593.3
ID: 474636 (5531062..5543034, complement)
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The following matches are found for NCBI Gene ID (Human): "9140"

Gene Descriptions:

NCBI GenelD 9140
GenBank Accession nNM 004707
NCBI Protein | -
Accession sty i
Search for
Species Human
S h by | NCI
et (N Coding DNA Length 423
Species [Humal Bene Bestrton Homo sapiens ATG12 autophagy related 12 homolog (S. cerevisiae) (ATG12),
P transcript variant 1, mRNA.
For text {9140
You can blast y
sequence DB h Primer Pair 1 (Click here for cDNA and amplicon sequence):

PrimerBank ID 290560745c1
Amplicon Size 97

Sequence (5 — 3 Length Tm Location
Forward Primer CTGCTGGCGACACCAAGAAR 20 63.0 140-159

Reverse Primer CGTGTTCGCTCTACTGCCC 19 627 236-218

Primer Pair 2 (Click here for cDNA and amplicon sequence):
PrimerBank ID 290560745c2
Amplicon Size 153
Sequence (5' — 3) Length Tm Location

Forward Primer TAGAGCGRACACGAACCATCC 21 61.9 224-244

Reverse Primer CACTGCCAAARACACTCATAGAGA 23 602 376-354




(=] N = AN
ETAEYITRE (B BRiERAE sI¥YE&mTIHE  www.sangon.com
2018/6/6
A synth@sangon.com
g 021-37772173 / 72 / 71
L& BEB: beijing@sangon.com
fi%: 010-81767585 / 86
" e A . o /5 3 T A 2
XE LT LEDERZERZRARDEZR I MEHI: gz_synth@sangon com
xpEmay EETEREESE H3E: 020-38452026
e RNEREE: whsynth@sangon com
AR iE: 027-65522298
— EETRTEUER72084022
i3 i%: 800-820-3090
—— A EARRSHIS
* f T A ] 2 L1 :|021-53594658 ITERER:
1. mkEHBAEEHL, EEAREEA. NOER
*E-MAIL: RZIGH, URERERER.
. 2 2. HULTERARNEDLE, T EERNEFABRRE
EEREIKH R BB 251 B, THERIEnail EEEHAEEESEEE.
*REEEBH R s 5 o e skt i i
1D Primer 75 FEFI(S't03") was | swen | BODE | mpors | wa o
H-CEA-F TCTTGGCTGATTGATGGGAAC 21 2 2 |PAGE
H-CEA-R CACTGGCTGAGTTATTGGCCT 21 2 2 |PAGE
M-CEA-F ATTTCACGGGGCAAGCATACA 21 2 2 |PAGE
M-CEA-R GTCACCCTCCACGGGATTG 19 2 2 |PAGE
H-NSE-F AGCCTCTACGGGCATCTATGA 21 2 2 |PAGE
H-NSE-R TTCTCAGTCCCATCCAACTCC 22 2 2 |PAGE
M-NSE-F AGGTGGATCTCTATACTGCCAAA 23 2 2 |PAGE
M-NSE-R GTCCCCATCCCTTAGTTCCAG 21 2 2 |PAGE
H-SCCA-F TGAGGTTAAGGCGGCTAGGA 20 2 2 |PAGE
H-SCCA-R CATGGCGTACTCATCCCCATC 21 2 2 |PAGE
M-SCCA-F GGCAGGTGTACCTCGACTAC 20 2 2 |PAGE
M-SCCA-R CTGAAACGCTCCTCAACCTCC 21 2 2 |PAGE
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