
2025年05月7日から2025年6月13日まで

u  データは直ぐに使用できるRPKMやTPMをエクセル形式で返却
u  データに問題があれば無償で再解析致します
u  Total RNA 10 ng または細胞10個から解析可能（必要数は細胞毎に異なります）

サンプル量が多いほど精度良く解析できます
u 方向付けしたストランド特異的な発現解析で低発現まで高精度なデータを実現
u DNase処理でゲノムのコンタミを除外
u RNA-seqの精度は相関係数0.995

u サンプル毎に前処理やRNA抽出を至適化します。必ず事前に相談ください
u キャンペーン期間外でも60サンプルまでお待ちいただける場合は、直前のキャン

ペーン価格を適用いたします。

山口大学の次世代シーケンス解析
RNA-seq 解析キャンペーン

問い合わせ先 〒755-8505 山口県宇部市南小串1-1-1
山口大学 大学研究推進機構・遺伝子実験施設（担当 中谷・石井・水上）
TEL : 0836-22-2184 E-mail : cgryu@yamaguchi-u.ac.jp

まずはメールか電話でご相談ください

データ返却はサンプル受取から2ヶ月以内

1サンプル ¥39,000 （税込）RNA抽出込み
全遺伝子発現を高精度に解析可能
標準4000万リード スプライシングまで解析可能

全mRNA解析がデータ解析を含めて期間限定

キャンペーン

ネットワーク解析 下流経路解析 ヒートマップ解析

通常価格¥75,000

【今後のキャンペーン予定】
・2025年8月20日（水）～9月26日（金）：1サンプル 41,000円（税込）
・2025年12月1日（月）～2026年1月9日（金）：1サンプル 43,000円（税込）
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Fig. 2 Highly concentrated trehalose-induced signaling pathways detected in human fibroblasts by whole transcriptome analysis with RNA-seq. a The
heatmap shows the z-scores of the gene expression downregulated in 2D and 3D fibroblasts by trehalose treatment for 24 and 72 h, respectively. b The
Venn diagram demonstrates the numbers of downregulated genes. The 131 genes downregulated in 2D and 3D fibroblasts were used for an Ingenuity
pathway analysis (IPA). c Canonical pathways detected in IPA using the genes downregulated by trehalose were shown together with the number of genes
involved in the detected pathway. d Upstream factors of the downregulated genes by trehalose were indicated together with the number of genes involved
in the detected factor. The upstream factors signaling by activation or by inhibition were shown in brown or blue, respectively. e A network demonstrates
the interaction of CDKN1A, which was detected as an upstream factor of the downregulated genes, and the signals inhibited by trehalose, which are shown
as blue lines. The green shapes indicate the genes downregulated by trehalose. f A heatmap shows the z-scores of the gene expressions upregulated in 2D
and 3D fibroblasts by trehalose. g The Venn diagram demonstrates the numbers of the upregulated genes. h Canonical pathways detected in IPA using the
genes upregulated by trehalose were shown together with the number of genes involved in the detected pathway. i Upstream factors of the upregulated
genes by trehalose were indicated together with the number of genes involved in the detected factors. The upstream factors signaling by activation or by
inhibition were shown in brown or blue, respectively. j A network demonstrates the interaction of AURK, detected as an upstream factor of the
downregulated genes, and the factors predicted to activate interaction with AURK by trehalose, which are shown as red lines. The red shapes indicate the
genes upregulated by trehalose.

Fig. 3 Graphical summary and network analysis by IPA pathway using genes modulated by trehalose. a Venn diagram demonstrates the numbers of the
downregulated genes and the upregulated genes analyzed in Fig. 2. There were 131 downregulated genes and 127 upregulated genes for an IPA. b A
graphical summary shows the senescence cells, which are induced by p53 and CDKN1A, connected by the network analysis to the cellular functions.
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cell death in human dermal fibroblasts (Supplementary Fig. 8 and
Video 4). Fibroblasts were characterized for a potential senescent
phenotype via SA-βGAL staining, which revealed that remarkably
more trehalose-treated fibroblasts (87%) than vehicle-treated
fibroblasts (14%) were SA-βGAL positive (Fig. 5b). In addition,
we observed that both high-concentration trehalose and vehicle

treatments induced similar DNA damage in fibroblasts, whereas
hydrogen peroxide treatment induced remarkably more DNA
damage than trehalose, evidenced by monitoring H2AX with
phosphorylated Ser-139 (γH2AX) as a DNA damage marker
(Fig. 5b). Similarly, flow cytometric analysis revealed that the per-
centage of cells showing DNA damage differed nonsignificantly
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