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厚生労働科学研究費補助金（難治性疾患等克服研究事業）	

総合研究報告書	

	

ミトコンドリア病に関する調査研究	

	

研究代表者	 	 後藤	 雄一	 	 国立精神・神経医療研究センター神経研究所	

	

研究要旨	 ミトコンドリア病の症状は多臓器に及び、心疾患、眼疾患、代謝性疾患としても重要な

病気である。本研究班ではミトコンドリア病の正確な診断とそれに基づく適切な治療を目的として、

グローバルな観点から診断基準・重症度スケールの策定、診療ガイドラインの策定、患者レジスト

リー構築を実施した。アウトリーチ活動については、市民公開講座を主催し、患者会勉強会に協力

した。患者レジストリーについては、種々の要因で本格稼働には至っていないが、グローバルな活

動との連携、新しい倫理ガイドラインへの準拠などを着実に行って、次年度に構築する予定である。

診療ガイドラインの作成は、実用化研究班（村山班）と連携して行い、平成28年12月に、「診療

マニュアル」を刊行した。	

	

研究分担者	

(1)	小坂	 仁	 自治医科大学小児科	

(2)	大竹	 明	 埼玉医科大学小児科	

(3)	北風政史	 国立循環器病研究センター病院・	

	 	 	 	 	 	 	 研究開発基盤センター		

(4)	古賀靖敏	 久留米大学医学部小児科	

(5)	小牧宏文	 国立精神・神経医療研究センター	

(6)	佐野	 輝	 鹿児島大学学術研究院医歯学系	

	 	 	 	 	 	 	 精神機能病学	

(7)	末岡	 浩		慶應義塾大学医学部産婦人科	

(8)	田中雅嗣		東京都健康長寿医療センター	

(9)	三牧正和	 帝京大学医学部小児科	

(10)	山岨達也	 東京大学医学部耳鼻咽喉科	

(11)	米田	 誠	 福井県立大学看護福祉学部	

	

研究協力者	

(1)	太田成男	 日本医科大学大学院医学研究科	

(2)	岡崎康司	 埼玉医科大学・ｹﾞﾉﾑ医学研究ｾﾝﾀｰ	

(3)	金田大太	 東京都健康長寿医療センター	

(4)	木村	 円	 国立精神・神経医療研究センター	

(5)	砂田芳秀	 川崎医科大学神経内科	

(6)	須藤	 章		楡の会こどもクリニック	

(7)	竹下絵里	 国立精神・神経医療研究センター	

(8)	杉本立夏		国立精神・神経医療研究センター	

(10)	中野和俊	 東京女子医科大学病院小児科	

(11)	西野一三	 国立精神・神経医療研究センター	

(12)	中川正法		京都府立医科大学付属北部医療	

															センター	

(13)	中村	 誠	 神戸大学大学院医学系研究科	

	 	 	 	 	 	 	 	外科系講座眼科学	

(14)	萩野谷和裕	拓桃医療療育センター	

(15)	村山	 圭	 	千葉県こども病院代謝科	

	

Ａ．目的	

	 ミトコンドリアはすべての細胞内にあって、エネ

ルギーを産生する小器官である。ミトコンドリアに

異常があると、大量のエネルギーを必要とする神

経・筋、循環器、代謝系、腎泌尿器系、血液系、視

覚系、内分泌系、消化器系などに障害が起こる。な

かでも、中枢神経や筋の症状を主体とするミトコン

ドリア病が代表的な疾患である。	

	 国内においてミトコンドリア病の患者数の厳密

な実態調査は行われていない。その理由は患者が多

くの診療科に分散していること、診断基準が明確で

はなかったことなどが挙げられるが、そのもっとも

大きな要因は確定診断に必要な病理、生化学、遺伝

子検査の専門性が高いことにある。平成27年1月

にミトコンドリア病が指定難病に認定され認定基

準を制定したが、本診断基準はミトコンドリア病を
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包括的にとらえる事を目指したために、やや複雑な

基準となっており、今後の診療・研究においては個

別の病型の診断基準の作成が必要という状況にな

っている。	

	 また英国では，ミトコンドリア病の一部の病型で、

核移植を用いた生殖補助医療の適応が本格的に試

みられようとしている（Nature	465:	82-85,	2010）。

そのようなグローバルな研究や医療の流れに遅れ

ないような本邦での調査研究が必要である。	

	 本研究班では、ミトコンドリア病の検査手段（病

理検査、生化学検査、DNA検査）の標準化と集約的

診断体制の確立、本疾患に関する情報提供手段の整

備等を行い、臨床病型、重症度、合併症、主な治療

の内容などの標準化をめざす。患者レジストリーを

進め、具体的な治療に関する臨床研究や治験を進め

るコーディネーター役を行うこと、また主に小児の

ミトコンドリア病を対象としているAMED難治性疾

患実用化研究事業の村山班と連携して診療ガイド

ラインを作成するとともに、市民公開講座や難病情

報センター等を活用し、広報活動を行うことを目的

とする。	

	

Ｂ．方法	 	

１）診断フローチャートの作成と検査標準化	

	 ミトコンドリア病の診断に必要な3種類の検査方

法（病理検査、生化学検査、遺伝子検査）の標準化

と集約的な診断体制の構築を継続する。特に遺伝子

検査の重要性が一段と増しており、臨床検査として

の遺伝子検査実施体制の構築が行われる中に、ミト

コンドリア病の遺伝子検査を位置づける。	

	 ①	 遺伝子検査の実施と標準化	

	 AMED難治性疾患実用化研究事業の村山班と協力

して、国立精神・神経医療研究センター、埼玉医

科大学などを中心として、mtDNA検査と核DNA上

の原因遺伝子について、医療の中にどのように組

み込むかを明確にする。また、先端的遺伝子検査

（出生前診断）や適切な遺伝カウンセリングの提

供体制を整備する。＜後藤、大竹、田中、末岡、

杉本＞	

	 ②	 病理検査の実施	

	 ミトコンドリア異常を病理学的に捉えること

は現在でも重要であり、国立精神・神経医療研究

センターを中心に検査実施と標準化を行う。骨格

筋以外の罹患臓器（心、肝など）の病理所見につ

いても検討する。＜後藤、西野＞	

	 ③	 生化学検査の標準化	

	 ミトコンドリア代謝系の異常を捉える生化学

検査も確定診断に必要であり、特に小児期早期に

発症する重症な代謝疾患を適切の診断できる体

制を、国立精神・神経医療研究センター、埼玉医

科大学等で拠点化して検査を実施し、標準化を行

う。＜後藤、大竹、村山＞	

２）認定基準の改定、重症度スケール、グローバ

ルな診断基準作成に参加	

	 新たな難病政策における指定難病として、診断

基準と重症度分類を策定する。欧米で進んでいる

新たな診断基準作成の動きに応じて、わが国の代

表として参加する。この動きは、患者レジストリ

ーにおける情報項目の共通化、将来の国際共同治

験を推進するための基盤整備として行う。	

＜後藤、古賀、大竹、小牧＞	

３）診療ガイドラインの作成	

	 ミトコンドリア病では、多くの臨床病型が知ら

れている。ミトコンドリア病に比較的よく合併す

る臓器症状を診ている関連診療科（循環器科：北

風、耳鼻科：山岨、精神神経科：佐野、など）の

専門医も参加し、AMED難治性疾患実用化研究事

業の村山班と協力して、診療ガイドラインを作成

する。＜全員＞	

４）ミトコンドリア病に詳しい医師のネットワー

クと情報提供体制の整備とアウトリーチ活動	

	 患者・家族や本疾患を診ている医療従事者に対

して、本疾患の医療情報をホームページ等で提供

する。また保健所等でのセミナーも積極的に行う。

＜小牧、三牧＞	

５）実態調査を兼ねた患者レジストリーの構築	

	 全国の主要な総合病院に対して、小児科、神経

内科ばかりでなく、耳鼻咽喉科、眼科、精神科、
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循環器内科、腎臓内科、糖尿病内科などにも、調

査用紙を配布する実態調査を行う。AMED 難治性

疾患実用化研究事業の村山班と連携して、日本に

おけるミトコンドリア病患者レジストリーを構

築する。＜小牧、大竹、三牧＞	

６）生殖補助医療の情報収集と見解のまとめ	

	 ミトコンドリア病、特にミトコンドリアDNA変異

で発症するリー脳症においては、出生前診断や受精

卵診断が欧米では行われている。日本においても、

受精卵診断が慶應大学病院で2例行われている。し

かし、受精卵診断では得られない発症リスクの低い

受精卵を得るために「核移植治療」が検討されてお

り、2015 年 2 月に英議会は、その臨床応用を認め

る判断を行った。この技術の有用性や倫理的問題に

ついて、本研究班で検討した。＜末岡、後藤＞	

	

Ｃ．結果と考察	

１）診断フローチャートの作成と検査標準化	

	 ミトコンドリア病の確定診断には、病理検査、

生化学検査、遺伝子検査を行い、総合的な評価が

必要である。	

①	 病理検査	

	 骨格筋の病理検査は国立精神・神経医療研究セ

ンター（以下NCNP）が中心となって実施した。	

②	 生化学検査	

	 検体は線維芽細胞もしくは各臓器を用いている。	

	 NCNPと埼玉医科大学（千葉こども病院）で行わ

れている。NCNPは神経症状を主体とする小児・成

人例を、埼玉医科大学では主に代謝異常症状を中

心とする乳児、小児例を中心に生化学検査を行っ

た。＜後藤、大竹、村山＞	

③	 遺伝子検査	

（拠点形成、検査会社の関与、集約化について）	 	

	 本疾患は、ミトコンドリアDNA変異の場合は遺伝

型と表現型が一対一に対応しない、核DNA上に200

近くの原因遺伝子が報告されている、という特徴が

あるため、可能であれば解析可能な施設に集約すべ

きである。	

	 ミトコンドリア DNA の全周シークエンスを行え

る施設としてNCNPなどのいくつかの施設、検査会

社があるが、検査依頼に際しての基準、検査体制の

整備、啓発が必要である。NCNP では、次世代シー

クエンサーを用いたミトコンドリア DNA 検査を確

立した。	

	 この方法は、ミトコンドリアDNA全体を1セット

のプライマーで増幅させ、核DNA上のミトコンドリ

アDNA類似配列を除外した後に、MiSeqを用いてカ

バーレージを1500〜3000程度までにあげることで、

点変異の位置と種類、変異率が容易に計測できる。

また、ミトコンドリアDNAの欠失は比較的頻度の高

い変異であるが、その断点同定に時間がかかる作業

であったが、この方法で断点周辺が簡単に見いだせ

ることから作業の効率が格段に上昇した。	

	 研究分担者の大竹らは、埼玉医科大学を中心に、

千葉こども病院、自治医科大学、東京都健康長寿医

療センターと協力して、特に乳児期発症の重症ミト

コンドリア病に関して、酵素診断から網羅的な遺伝

子検査にいたる系統的病因検索システムを構築し

た。＜大竹＞	

	

2）診断基準、重症度スケールについて	

	 2015 年 1 月の指定難病の認定に際して、新たな

認定基準を作成した。本研究班の分担研究者の多く

は、自らの患者における申請作業や各都道府県にお

ける認定作業に携わっており、概ね妥当なものと認

識していた。	

	 一方で、乳児期、小児期に発症するミトコンドリ

ア病は重症例が多く、「代謝病」としての性格が前

面にでる傾向がある。そのため、小児慢性特定疾患

の認定基準は、そのような分類での認定方式を基本

にしている。したがって、指定難病と小児慢性特定

疾患の摺り合わせをどのようにするかが依然とし

て問題になっている。さらに、本年度は、平成 29

年4月に追加してされる指定難病の中に、ミトコン

ドリア内酵素異常症が含まれており、その整合性に

ついて協議を行った。	

	 さらに、本診断基準はできるだけ多くの患者を網

羅できるようにと意図して作成しており、いわば

「包括的診断基準」となっている。しかしながら、
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新薬等の臨床試験等を考慮した場合には、個別の病

型ごとに明確な診断基準を設定しておくことが望

ましいという考え方がある。そこで、AMED 難治性

疾患実用化研究班（村山班）と共同で、個々の病型

の診断基準の作成に着手し、まずはMELASとLeigh

脳症について確定させた。さらに、ミトコンドリア

肝症やミトコンドリア心筋症の新たな診断基準の

作成を試みた。	

３）診療ガイドラインの作成	

	 実用化研究班（村山班）と協力して、診療ガイ

ドライン作成を行う予定であった。ミトコンドリ

ア病は診断基準が確定されていないこともあっ

て、エビデンスとして採用できる研究成果が少な

い。したがって、Minds方式のガイドライン作成

は極めて困難な状況であり、「診療マニュアル」

として平成28年12月に刊行した。	

４）ミトコンドリア病に詳しい医師のネットワー

クと情報提供体制の整備とアウトリーチ活動	

	 市民向けのセミナーとしては、平成28年11月

19日に札幌で「市民公開講座：ミトコンドリア病

を知る」を開催した。また、難病情報センターの

HPの情報を更新した。患者会主催の勉強会でセミ

ナーを行った（平成28年7月2日：大阪）。	

	 「ミトコンドリア病に詳しい医師のネットワー

ク」を構築する計画については、当初予定していた

全国を7つの地域に分け、それぞれの地域毎にミト

コンドリア病をよく知る小児科、神経内科の専門医

が担当し、医療情報の提供や実態調査の援助をする

計画であったが、平成28年度にはその準備に止ま

った。	

５）実態調査を兼ねた患者レジストリーの構築	 	

	 実態調査については、平成25年度にミトコンド

リア病の１病型であるMELASに関して、「ミトコン

ドリア脳筋症 MELAS の脳卒中用発作に対するタウ

リン療法の開発」研究班（研究代表者：砂田芳秀、

川崎医科大学）で行った、日本小児神経学会及び日

本神経学の会員に対するアンケート調査に協力し

た。しかし、他の臨床病型を含め、ミトコンドリア

病全体の状況がつかめていないためので、平成 27

年 1 月に制定された新たな診断基準に基づく実態

調査を行う計画であった、しかし、以下の述べるウ

ェブを用いた患者レジストリー構築に手間取り、そ

れに合わせて行う予定の実態調査はさらに遅れて

いる。	

	 患者レジストリーについては、AMED 難治性疾患

実用化研究班（村山班）と連携して行うこととし、

村山班では主に先天代謝異常症として小児（成人）

患者レジストリーを、国立精神・神経医療研究セン

ターでは、神経症状を中心とする成人（小児）患者

レジストリーを行うこととした。	

	 国立精神・神経医療研究センターにおけるミトコ

ンドリア病患者レジストリーは、トランスレーショ

ナル・メディカルセンターが実施している筋ジスト

ロフィーの登録事業（Remudy）を敷衍する形態で作

業を進めているが、費用等の面，新たな個人情報保

護法施行に伴う倫理ガイドライン変更への対応、欧

米での患者レジストリー事業との連携待ちの状況

があり、平成28年度は明確な進展を得られず、平

成29年以降に持ち越した。	

	 一方、病気の原因や病態解析を進めて、新たな治

療法、予防法を開発するには、患者の詳細は情報と

患者由来の試料が不可欠である。こちらのレジスト

リーはバイオリソースとの連携で進めて行く必要

があり、この点も欧米との連携を目指している。	

６）生殖補助医療の情報収集と見解のまとめ	

	 平成28年10月に、米国ニューヨークの不妊クリ

ニックが、「核移植治療」で8993変異をもち、リー

脳症の母から健常な子が産まれたと発表した。この

方法では、父と母（核ゲノム）に加えて別の女性（ミ

トコンドリアゲノム）が関わっており、「3人の親」

がいる子となる。英国内でも、英国外でも倫理的問

題があると議論されてきており、米国では禁止され

た行為であった。しかし、今回の米国にあるクリニ

ックでは、この行為のほとんどをメキシコで行う事

で法をすり抜けていた。	

	 日本においては、核移植を行う技術は十分備わっ

ていることから、実際に行うクリニック等が出現し

ないか懸念がある。したがって、日本においては、
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臨床研究として情報公開をしながら施行すること

を認めることが必要ではないか、という意見が班会

議において大勢を占めた。	

	

Ｄ．結論	

	 本研究班の活動はAMED難治性疾患実用化研究班

（村山班）と連携しながら進め、「診療マニュアル」

を刊行した。全国レベルの診断体制の整備、診断基

準や重症度スケールの改定作業を進めた。アウトリ

ーチ活動として、市民公開講座や患者会勉強会での

講演を行い、生殖補助医療の情報収集と日本での実

現可能性について議論した。患者レジストリーは、

種々の要因で進んでいないが、グローバルな視点で

バイオバンクとの連動を図りながら、着実に進めて

ゆく必要がある。	

	

Ｅ．健康危険情報	

なし	

	

Ｆ．研究発表	

１．論文発表	

著書、総説	

後藤雄一：ミトコンドリア病,	831-833（小児の治

療指針、小児科診療2014年増刊号、診断と治療社、

東京）2014.4.2	

	

後藤雄一：ミトコンドリア病,	267-271（図説分子

病態学	 改訂第5版、中外医学社、東京）2014.5.10	

	

後藤雄一:DNAポリメラーゼγ異常症,	221-224（代

謝性ミオパチー、診断と治療社、東京）2014.5.30	

	

後藤雄一:ANT1 などの遺伝子異常症,	225-227（代

謝性ミオパチー、診断と治療社、東京）2014.5.30	

	

後藤雄一：ミトコンドリア病，817-822（神経症候

群（第2版）、日本臨床別冊、日本臨床社、大阪）

2014.6.20	

	

後藤雄一：ミトコンドリア病，251-252（2015-2017	

神経疾患最新の治療、南江堂、東京）2015.1.30	

	

後藤雄一：ミトコンドリアDNAの遺伝学，285-290

（産婦人科医必読-臨床遺伝学の最新知識、産婦人

科の実際増大号、金原出版、東京）2015.3.1	

	

小坂	 仁：大脳萎縮症	 編集	 水澤秀洋、新領域別

症候群シリーズ No.29「神経症候群（第２版）IV、

日本臨牀社,	p.319-324.	2014	

	

小坂	 仁：小脳萎縮症	 編集	 水澤秀洋、新領域別

症候群シリーズ No.29「神経症候群（第２版）IV、

日本臨牀社、p.325-328.	2014（査読無）	

	

竹下絵里、小牧宏文：ミトコンドリア病．別冊日本

臨牀	 神経症候群（第 2 版）．日本臨牀社,	大阪,	

223-227,	2014	

	

竹下絵里、小牧宏文：MNGIE．代謝性ミオパチー．

診断と治療社,	東京,	185-187頁,	2014	

	

三牧正和：ミトコンドリア異常症.	小児科臨床ピク

シス 3	小児てんかんの最新医療改訂第 2 版.	中山

書店,	東京,	50-51,	2014	

	

山岨達也、越智	 篤：聴覚に関わる社会医学的諸問

題「加齢に伴う聴覚障害」.	Audiology	Japan	57(1):	

52-62,	2014	

	

山岨達也.	耳鼻咽喉科のアンチエイジング.	老人

性 難 聴 の 予 防 .	 Therapeutic	 Research	

35:808-810,2014	

	

山岨達也.	難聴の基礎と臨床,	 Anti-aging	

medicine	10:916-924,	2014	

	

Arakawa	K,	Ikawa	M,	Tada	H,	Okazawa	H,	Yoneda	M.	

Mitochondrial	 cardiomyopathy	 and	 usage	 of	
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L-arginine.	Arginine	in	Clinical	Nutrition.	Ed.	

Victor	R.	Preedy.	Springer,	NY.	USA,	2015	(in	

press)	

	

井川正道，米田誠．MERRF，代謝性ミオパチー，総

編集	 杉江秀夫，分担編集	 福田冬季子，西野一三，

古賀靖敏，診断と治療社,	東京,	175-177,	2014	
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遺伝医学，メディカルドー社，大坂，	212-215,	2014	

	

H.	Okazawa,	M.	Ikawa,	T.	Tsujikawa,	Y.	Kiyono,	

M.	Yoneda.	Brain	imaging	for	oxidative	stress	

and	 mitochondrial	 dysfunction	 in	

neurodegenerative	diseases.	Q	J	Nucl	Med	Mol	

Imaging	58:387-397,	2014		

	

井川正道，米田誠．MERRF．神経症候群Ⅳ，日本臨

床別冊,	345-348,	2014	

	

荒川健一郎，米田誠．ミトコンドリア心筋症に対す

る代謝治療．細胞46，21-24，2014.	
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西村洋昭，西野一三：組織化学染色(SDHとCOX).	引

いて調べる先天代謝異常症.診断と治療社，東京，

114,	2014	

	

後藤雄一：ミトコンドリア病,	pp.313-316（小児科

診療ガイドライン—最新の診療指針—（第3版）、総

合医学社、東京）2016.3	

	

後藤雄一：ミトコンドリア遺伝関連,	pp.722-725
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東京）2015.4.10	
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第3版、診断と治療社、東京）2015.4.16	
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440-46,	2015	
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Research	and	Medicine	(ASMRM),	Tokyo,	10.31，

2016	

	

Ling	F,	Niu	R,	Hatakeyama	H,	Goto	Y,	Shibata	T,	

Yoshida	M:	An	oxidative	stress-stimulated	

mechanism	for	human	mitochondrial	alleles.	The	

13th	Conference	of	Asian	Society	for	

Mitochondrial	Research	and	Medicine,	Tokyo,	

10.30-11.1,	2016	

	

国内学会	

後藤雄一：ミトコンドリア病に関わる基礎研究の進

展．企画セミナー１	 ミトコンドリア病：A	

reappraisal.	第56回日本小児神経学会学術集会，

浜松,	5.30,	2014	

	

後藤雄一：ミトコンドリア脳筋症：MELASの脳卒中

発作に対するタウリン療法の開発．共同研究支援委

員会主催セミナー．第56回日本小児神経学会学術

集会，浜松,	5.30,	2014	

	

水野葉子,	三牧正和,	太田さやか,	下田木の実,	

高橋長久,	岩崎博之,	斉藤真木子,	岡明,	水口雅,	

後藤雄一：ミトコンドリア呼吸鎖異常症の診断にお

けるBlue-Native電気泳動（BN-PAGE）．第56回日

本小児神経学会学術集会，浜松,	5.30,	2014	

	

坂井千香,	松島雄一,	山口清次，佐々木征行，宮本

雄策，後藤雄一：ECHS1の変異は呼吸鎖の活性低下

を伴うLeigh脳症を引き起こす．第14回日本ミト

コンドリア学会年会，福岡，12.5,	2014	

	

金田大太，新宅雅幸，窪田-坂下美恵，加藤忠史，

後藤雄一：MELAS 脳卒中発作における AQP4 の発現

低下．第14回日本ミトコンドリア学会年会，福岡，

12.5,	2014	

	

Osaka	 H,	 Tsuyusaka	 Y,	 Iai	 M,	 Yamashita	 S,	

Shimozawa	 N,	 Eto	 Y,	 Saitsu	 H.	 Whole	 exome	

sequencing	reveals	molecular	basis	of	childhood	

cerebellar	atrophy.	第 56 回日本小児神経学会	

2014.5.28-2014.5.30.	 浜松	

	

池田尚広,	山崎雅世,	鈴木	 峻,	門田行史,	小坂	

仁,	杉江秀夫,	新保裕子,	山形崇倫.	ミトコンド

リア DNA	m.3243A>T 変異を認めた mitochondrial	

encephalomyopathy,	 lactic	 acidosis	 and	

stroke-like	episodesの1例.	第56回日本小児神

経学会	 2014.5.28-2014.5.30.	浜松	

	

山岨達也.	加齢に伴う聴覚障害.	第59回日本聴覚

医学会11.27-28,	2014.	下関	

	

宮崎一徳，井川正道，辻川哲也，中本安成，岡沢秀

彦，米田誠．62Cu-ATSM	PETを用いた筋萎縮性側索

硬化症（ALS）における脳内酸化ストレスの検討．

第 14 回日本ミトコンドリア学会年会．平成 26 年

12月3-5日，福岡．	
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後藤雄一：Incidental	findings	(偶発的所見)を考

える	-	まとめと今後の課題.	日本人類遺伝学会第

60回大会，東京,	10.17,	2015	

	

水野葉子、三牧正和、太田さやか、下田木の実、高

橋長久、岩崎博之、岡明、片山菜穂子、生井良幸、

水口雅、後藤雄一：Blue-Native	PAGE	(BN-PAGE)	に

て呼吸鎖複合体Ⅰ及びⅣ低下を求め、POLG 遺伝子

異常が判明したミトコンドリア病の一例．第57回

日本小児神経学会学術集会，大阪,	5.29,	2015	

	

平出拓也、石山昭彦、瀬川和彦、竹下絵里、本橋裕

子、小牧宏文、斎藤貴志、中川栄二、須貝研司、後

藤雄一、佐々木征行：MELAS患者におけるWPW症候

群の合併．第57回日本小児神経学会学術集会，大

阪,	5.29,	2015	

	

大竹 明, 村山 圭, 岡崎康司：ミトコンドリア呼吸鎖

異常症とそれを引き起こす様々な遺伝子群 第 38

回日本分子生物学会年会・第 88 回日本生化学会大

会 合同大会, 神戸, 12.2.2015 

	

Fukuda	H,	Min	K-D,	Imazu	M,	Shindo	K,	Ito	S,	

Tomonaga	T,	Minamino	N,	Asanuma	H,	Asakura	M,	

Kitakaze	M.	イヌ心不全モデルのプロテオーム解

析：LVEF とミトコンドリア機能異常との関連.	第

19回日本心不全学会学術集会,大阪,	10.25,	2015	

	

田中雅嗣.	ミトコンドリア病に対するピルビン酸

ナトリウム療法の概念実証.	第56回日本神経学会

学術総会	新潟,	5.19-22,	2015	

	

田中雅嗣.	ミトコンドリア病に対するピルビン酸

ナトリウムによる治療法開発と GDF15 による体外

診断薬の創出,	第15回日本ミトコンドリア学会年

会,	福井,	11.19-20,	2015	

	

米田誠．大会長（学会主催）．第15回日本ミトコン

ドリア学会年会，福井,	11.19-20,	2015	

	

米田誠．神経疾患のミトコンドリア機能イメージン

グ．教育講演「分子病理画像と症候」．第56回日本

神経学会総会．新潟,	5.20-23,	2015		

	

米田誠．神経疾患の酸化ストレスPET脳イメージン

グ．ワークショップ「ミトコンドリアが関与する神

経障害」．第68回	日本酸化ストレス学会，鹿児島,	

6.11-12,	2015	

	

米田誠．Cu-ATSM	PETによる脳内酸化ストレスイメ

ージング，オープニングセミナー７：「画像診断の

進歩」．第9回	パーキンソン病・運動障害疾患コン

グレス，東京，19.15−17，2015	

	

米田誠．オーバービュー（臨床医学），シンポジウ

ム「ミトコンドリアにおける臨床医学と基礎科学の

融合」	 ．第15回日本ミトコンドリア学会年会，

福井,	11.19-20,	2015	

	

中村誠、三村治、若倉雅登、稲谷大、中澤徹、白神

史雄.	Leber遺伝性視神経症認定基準．日本眼科学

会雑誌	119(5):	339-346,	2015	

	

石山昭彦，遠藤ゆかり，斎藤義朗，中川栄二，小牧

宏文，須貝研司，佐々木征行，佐藤典子，後藤雄一，

西野一三：鉄硫黄アッセンブリング調節因子である	

IBA57	遺伝子は	progressive	cavitating	

leukoencephalopathy	をひきおこす．第58回日本

小児神経学会学術集会，東京，6.3,	2016	

	

笠毛渓、中村雅之、大毛葉子、梅原ひろみ、佐野輝：

精神症状を来し、	mtDNA 多重欠失を認めたミトコ

ンドリア脳筋症の家系例.	第38回日本生物学的精

神医学会総会,	福岡,	9.8,	2016	

	

井川正道，岡沢秀彦，松永晶子，山村修，濱野忠則，

清野泰，中本安成，米田誠：抗 Evaluation	of	

cerebral	oxidative	stress	in	patients	with	ALS	

using	62Cu-ATSM	PET．第57回日本神経学会総会,	

神戸,	5.18-21,	2016	
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米田誠，井川正道，辻川哲也，木村浩彦，岡沢秀彦．

脳分子イメージングによる MELAS 脳卒中様発作の

病態解明：第34回日本神経治療学会，米子，11.3-5,	

2016	

	

その他	

後藤雄一：ミトコンドリア病患者家族の会——東京勉

強会「ミトコンドリア病をとりまく医療と治療研究

の現況」日本医科大学武蔵小杉病院、川崎、6.22,	

2014	

	

後藤雄一：ミトコンドリア病患者家族の会——大阪勉

強会「ミトコンドリア病をとりまく医療と治療研究

の現況」大阪市中央公会堂、大阪、10.11，2014	

	

大竹明：第 3 回先天代謝異常症患者会フォーラム	

2014.11.9	TKPガーデンシティ品川	

	

大竹明：第4回有機酸・脂肪酸代謝異常症	 医師と

患者のシンポジウム	 2014.12.6	TKP品川カンファ

レンスルーム	

	

山岨達也.	老人性難聴の予防と治療.	 ラジオ日経

「医学講座」	 12.18,	2014	

	

米田誠．ミトコンドリア機能異常と人の疾患．国立

遺伝研セミナー「オルガネラ研究会」．平成26年

11月7日，三島．	

	

米田誠．ミトコンドリア脳筋症の治療の現状．第15

回日本ミトコンドリア学会年会	市民公開講座「ミ

トコンドリアと病気」，福井,	11.21,	2015		

	

米田誠．銅ATSM-PETによる神経難病患者の脳内酸

化ストレスイメージング．第13回	神経科学研究会，

東京,	10.10,	2015	

	

上田香織、森實祐基、白神史雄、敷島敬悟、石川均、

若倉雅登、中村誠．レーベル遺伝性視神経症の新規

発症者数に関する疫学調査．第53回日本神経眼科

学会総会．大宮、11.7,	2015	

	

後藤雄一:	ミトコンドリア病とはどんな病気？-難

病研究班の活動と目標-，市民公開講座-ミトコンド

リア病を知る,	札幌，11.19,	2016	

	

後藤雄一:	ミトコンドリア病,第7回遺伝カウンセ

リング研修会,	札幌,	7.17,	2016	

	

後藤雄一:	ミトコンドリア病をとりまく医療と治

療研究の現況,ミトコンドリア病患者家族の会

2016年大阪勉強会,	大阪,	7.2,	2016	

	

後藤雄一:	エナジーメタボリズムとミトコンドリ

ア病,	ゲノム創薬・医療フォーラム第5回懇話会,	

東京,	4.26,	2016	

	

Ｇ．知的財産権の出願・登録状況（予定を含む）	

１.	 特許取得	

	 1）ミトコンドリア病診断用バイオマーカーとして
				のGDF15」PCT/JP2015/50833	

		（平成27年1月14日出願）	

		（研究分担者：田中雅嗣）	

	

２.	 実用新案登録	

	 なし	

	

３.	 その他	

	 なし	

	

	

	

	



 

	

研究成果の刊行に関する一覧表 
																																																																																																 
						書籍・総説	

著者氏名 	論文タイトル名 書籍全体の 
	編集者名 

	書	 籍	 名 出版社名 	出版地 	ページ 出版年	

後藤雄一	
ミトコンドリア
病	

	
小児の治療指

針	
診断と治
療社	

東京	 831-833	 2014	

後藤雄一	
ミトコンドリア
病	

一瀬泊帝、
鈴木宏治	

図説分子病態
学	

中外医学
社	

東京	 267-271	 2014	

後藤雄一	
DNAポリメラーゼ
γ異常症	

杉江秀夫	 代謝性ミオパ
チー	

診断と治
療社	

東京	 221-224	 2014	

後藤雄一	
ANT1などの遺伝
子異常症	

杉江秀夫	 代謝性ミオパ
チー	

診断と治
療社	

東京	 225-227	 2014	

後藤雄一	

ミトコンドリア
病	

水澤英洋	

新領域別症候
群シリーズN
o.29神経症候
群（第2版）	

日本臨床
社	

大阪	 817-822	 2014	

後藤雄一	
ミトコンドリア
病	

小林祥泰、
水澤英洋、
山口修平	

2015-2017	神
経疾患最新の
治療	

南江堂	 東京	 251-252	 2014	

後藤雄一	

ミトコンドリア	

DNAの遺伝学	

種元智洋、
佐村修、岡
本愛光	

産婦人科医必
読-臨床遺伝
学の最新知識	

金原出版	 東京	 285-290	 2015	

小坂	 仁	大脳萎縮症	 水澤英洋	

新領域別症候
群シリーズN
o.29「神経症
候群（第２版）
Ⅳ」	

日本臨床
社	

大阪	 319-324	 2014	

	

小坂	 仁	

	

小脳萎縮症	

	

水澤英洋	

新領域別症候
群シリーズN
o.29「神経症
候群（第２版）
Ⅳ」	

	

日本臨床
社	 大阪	

	

325-328	

	

2014	

竹下絵里、	

小牧宏文	

ミトコンドリア

病	
水澤英洋	

新領域別症候

群シリーズ

No.29「	 神経

症候群（第 2

版）Ⅳ」	

日本臨牀

社	
大阪	 223-227	 2014	

竹下絵里、	

小牧宏文	
MNGIE	 杉江秀夫	

代謝性ミオパ

チー	
診断と治

療社	
東京	 185-187	 2014	

三牧正和	
ミトコンドリア

異常症	

五 十 嵐 隆	

総編集,	岡

明専門編集	

小児科臨床ピ

クシス 3	小

児てんかんの

最新医療	

中山書店	 東京	 50-51	 2014	
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米田誠，井

川正道，岡

沢秀彦	

パーキンソン病

および関連神経

変性疾患の PET酸

化ストレスイメ

ージング．	

高橋良輔，

渋谷真，山

中宏二，樋

口真人	

脳内環境-恒

常性維持機構

の破綻と病気	メディカ

ルドー社		
大坂	 212-215	 2014	

井川正道，

米田誠	

MERRF	 杉江秀夫，

福 田 冬 季

子，西野一

三，古賀靖

敏	

代謝性ミオパ

チー	
診断と治

療社	
東京	 175-177	 2014	

西野一三	
ミトコンドリア脳

筋症.	

総監修：永

井良三，責

任編集：鈴

木則宏，編

集：荒木信

夫 ， 神 田	

隆，吉良潤

一，塩川芳

昭，西野一

三，水澤英

洋	

神経内科研修

ノート	

診断と治

療社	
東京	 522-526	 2015 

西村洋昭，

西野一三 
組 織 化 学 染 色

(SDHと COX).  
編集：遠藤

文夫，井田

博幸，山口

清次，高柳

正樹，深尾

敏幸 

引いて調べる

先天代謝異常

症 

診断と治

療社 東京 114 2014 

後藤雄一 ミトコンドリア
病 

五十嵐隆 小児科診療ガ

イドライン—

最新の診療指

針—（第 3版） 

総合医学

社 
東京 313−316 2016	

後藤雄一 ミトコンドリア
遺伝関連 

野村文夫、

村上正巳、

和田隆志、

末岡栄三朗 

日常診療のた

めの検査値の

みかた 

中外医学

社	

東京	 722-725	 2015	

後藤雄一 ミトコンドリア
脳筋症の治療 

佐 々 木 征

行、須貝研

司、稲垣真

澄	

小児神経科診

断・治療マニ

ュアル改訂第

3版	

診断と治

療社 
東京	 230-231	 2015	
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後藤雄一 MELAS 
(mitochondrial 
myopathy, 
encephalopathy, 
lactic acidosis 
and stroke-like 
episodes) 

埜中征哉 新領域別症候

群シリーズ

No.33、骨格筋

症候群第 2版
（下）、日本臨

床別冊 

日本臨床

社 
大阪	 190-194	 2015	

後藤雄一 MERRF 
(myoclonic 
epilepsy 
associated with 
ragged-red 
fibers) 

埜中征哉 新領域別症候

群シリーズ

No.33、骨格筋

症候群第 2版
（下）、日本臨

床別冊	

日本臨床

社	

大阪	 195-197	 2015	

後藤雄一 慢性進行性外眼
筋麻痺症候群 , 
Kearns-Sayre 症
候群 

埜中征哉 新領域別症候

群シリーズ

No.33、骨格筋

症候群第 2版
（下）、日本臨

床別冊	

日本臨床

社	

大阪	 198-201	 2015	

後藤雄一 Pearson症候群 埜中征哉 新領域別症候

群シリーズ

No.33、骨格筋

症候群第 2版
（下）、日本臨

床別冊	

日本臨床

社	

大阪	 202-204		
	

2015	

後藤雄一 乳児致死型ミト
コンドリア病 

埜中征哉 新領域別症候

群シリーズ

No.33、骨格筋

症候群第 2版
（下）、日本臨

床別冊	

日本臨床

社	

大阪	 214-216		

	

2015	

三牧正和 Alpers 症候群 埜中征哉 別冊日本臨牀	

新領域別症候

群シリーズ

No.33 	 骨格

筋症候群	(第

2 版)（下）	

日本臨牀

社	

大阪	 217-221	 2015	

三牧正和	Leigh 脳症	 埜中征哉 別冊日本臨牀	

新領域別症候

群シリーズ

No.33 	 骨格

筋症候群	(第

2 版)（下）	

日本臨牀

社	

大阪	 222-228	 2015	
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三牧正和	良性乳児ミオパ

チー	

埜中征哉 別冊日本臨牀	

新領域別症候

群シリーズ

No.33 	 骨格

筋症候群	(第

2 版)（下）	

日本臨牀

社	

大阪	 229-232	 2015	

村山圭，小
坂仁，米田
誠ら、多数	

ミトコンドリア病	ミトコンド
リア学会、	

村山圭，小
坂仁，米田
誠	

ミトコンドリ
ア病診療マニ
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ABSTRACT: The human ECHS1 gene encodes the short-
chain enoyl coenzyme A hydratase, the enzyme that cat-
alyzes the second step of β-oxidation of fatty acids in the
mitochondrial matrix. We report on a boy with ECHS1
deficiency who was diagnosed with Leigh syndrome at
21 months of age. The patient presented with hypoto-
nia, metabolic acidosis, and developmental delay. A com-
bined respiratory chain deficiency was also observed. Tar-
geted exome sequencing of 776 mitochondria-associated
genes encoded by nuclear DNA identified compound het-
erozygous mutations in ECHS1. ECHS1 protein expres-
sion was severely depleted in the patient’s skeletal mus-
cle and patient-derived myoblasts; a marked decrease in
enzyme activity was also evident in patient-derived my-
oblasts. Immortalized patient-derived myoblasts that ex-
pressed exogenous wild-type ECHS1 exhibited the recov-
ery of the ECHS1 activity, indicating that the gene defect
was pathogenic. Mitochondrial respiratory complex ac-
tivity was also mostly restored in these cells, suggesting
that there was an unidentified link between deficiency of
ECHS1 and respiratory chain. Here, we describe the pa-
tient with ECHS1 deficiency; these findings will advance
our understanding not only the pathology of mitochondrial
fatty acid β-oxidation disorders, but also the regulation of
mitochondrial metabolism.
Hum Mutat 36:232–239, 2015. C© 2014 Wiley Periodicals, Inc.
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Introduction
Mitochondrial fatty acid β-oxidation provides carbon substrates

for gluconeogenesis during the fasting state and contributes elec-
trons to the respiratory chain for energy production. Once a fatty
acid is activated to the acyl-coenzyme A (CoA) form and enters
the mitochondrial fatty acid β-oxidation pathway, it undergoes the
four following enzymatically catalyzed reaction steps during each
β-oxidation cycle (Supp. Table S1): (1) dehydrogenation, (2) hy-
dration, (3) a second dehydrogenation step, and finally (4) a thi-
olytic cleavage that generates one acetyl-CoA or, in certain cases,
one propionyl-CoA and an acyl-CoA that is two carbons shorter
than the acyl-CoA precursor. Each individual step involves spe-
cific enzymes encoded by different genes with different substrate
preferences (Supp. Table S1). The first dehydrogenation reaction is
catalyzed mainly by four enzymes—short-, medium-, long-, and
very long chain acyl-CoA dehydrogenases (SCAD, MCAD, LCAD,
and VLCAD)—with substrate optima of C4, C8, C12, and C16
acyl-CoA esters, respectively, still each dehydrogenase can utilize
other suboptimal substrates [Ikeda et al., 1983, 1985a, 1985b; Ense-
nauer et al., 2005]. The short-chain enoyl-CoA hydratase (ECHS1)
catalyzes the next step and has substrate optima of C4 2-trans-enoyl-
CoA, also called crotonyl-CoA. Although ECHS1 also catalyzes hy-
dration of medium chain substrates, longer acyl chains (e.g., C16-
intermediates) are hydrated by mitochondrial trifunctional protein
(MTP) [Uchida et al., 1992; Kamijo et al., 1993]. MTP consists of
an alpha-subunit with long-chain enoyl-CoA hydratase and long-
chain 3-hydroxyacyl-CoA dehydrogenase (LCHAD) activities and a
beta-subunit with long-chain 3-ketothiolase activity.

Mitochondrial fatty acid β-oxidation disorders generally cause
impaired energy production and accumulation of partially oxidized
fatty acid metabolites. They are clinically characterized by hypo-
glycemic seizures, hypotonia, cardiomyopathy, metabolic acidosis,
and liver dysfunction [Kompare and Rizzo, 2008]. The most com-
mon genetic defect in MTP is LCHAD deficiency [MIM #609016];
deficiency involving reduced activity of all three MTP enzymes
[MIM #609015] is reported much less frequently and is often asso-
ciated with infantile mortality secondary to severe cardiomyopathy
[Spiekerkoetter et al., 2004]. Deficiency of SCAD [MIM #201470],
which catalyzes the first dehydrogenation reaction and has simi-
lar substrate optima with regard to carbon chain as ECHS1, have
been studied for years, and the range of associated phenotypes in-
cludes failure to thrive, metabolic acidosis, ketotic hypoglycemia,
developmental delay, seizures, and neuromuscular symptoms such
as myopathy and hypotonia [Jethva et al., 2008].

C© 2014 WILEY PERIODICALS, INC.



Here, we describe a patient with ECHS1 deficiency who presented
with Leigh syndrome [MIM #256000] accompanied by hypotonia,
metabolic acidosis, and developmental delay. Additionally, the pa-
tient presented with combined respiratory chain deficiency, which is
not commonly described in most clinical reports of mitochondrial
fatty acid β-oxidation disorders. Finally, we discuss the pathology
of ECHS1 deficiency and possible interactions between mitochon-
drial fatty acid β-oxidation and the respiratory chain, which are two
important pathways in mitochondrial energy metabolism.

Materials and Methods
This study was approved by the ethical committee of National

Center of Neurology and Psychiatry. All the samples in this study
were taken and used with informed consent from the family.

Whole-mtDNA Genome Sequence Analysis

Long and accurate PCR amplification of mtDNA followed by
direct sequencing was performed according to the previous publi-
cation with a slight modification [Matsunaga et al., 2005].

Targeted Exome Sequencing

Almost all exonic regions of 776 nuclear genes (Supp. Table S2),
in total 7,368 regions, were sequenced using the Target Enrich-
ment System for next-generation sequencing (HaloPlex; Agilent
Technologies, Santa Clara, California, USA) and MiSeq platform
(Illumina, San Diego, California, USA). Sequence read alignment
was performed with a Burrows–Wheeler Aligner (version 0.6.1) to
the human reference genome (version hg19). Realignment and re-
calibration of base quality scores was performed with the Genome
Analysis Toolkit (version 1.6.13). Variants were detected and anno-
tated against dbSNP 135 and 1000 Genomes data (February 2012
release) by Quickannotator.

Sanger Sequencing

Sanger sequencing of candidate genes was performed with the
BigDye Terminators v1.1 Cycle Sequencing kit (Thermo Fisher Sci-
entific, Waltham, Massachusetts, USA) as per manufacturer’s pro-
tocol. Details of primers and conditions are available upon request.
DNA sequences from the patients were compared against the RefSeq
sequence and the sequences of a healthy control or parents those
were sequenced in parallel.

Cell Culture

The patient-derived primary myoblasts were established from
the biopsy of patient’s skeletal muscle and cultured in DMEM/F-
12 (Thermo Fisher Scientific) supplemented with 20% (v/v) heat-
inactivated fetal bovine serum (FBS, Thermo Fisher Scientific).
DLD-1 (human colon carcinoma) cells were provided by Taiho
pharmaceutical company (Tokyo, Japan) and cells were cultured
in RPMI-1640 (Thermo Fisher Scientific) supplemented with 10%
(v/v) heat-inactivated FBS (Thermo Fisher Scientific). All cells were
cultured in 5% CO2 at 37°C.

Preparation of Mitochondrial Fraction

Mitochondrial fractions from patient’s skeletal muscle and
patient-derived myoblasts were prepared according to the literature
with a slight modification [Frezza et al., 2007].

Immunoblotting

Mitochondrial fraction and protein lysates were prepared from
patient’s skeletal muscle and patient-derived Myoblasts. Thirty mi-
crograms of protein of mitochondrial fraction or 50 micrograms
of protein lysate was separated on 4%–12% Bis-Tris gradient gels
(Thermo Fisher Scientific) and transferred to polyvinylidene flu-
oride membranes. Primary antibodies used were against ECHS1
(Sigma-Aldrich, St. Louis, Missouri, USA), complex II 70 kDa sub-
unit (Abcam, Cambridge, England), β-actin (Santa Cruz, Biotech-
nology, Dallas, Texas, USA), HA (Wako, Tokyo, Japan), and AcGFP
(Thermo Fisher Scientific).

Enzyme Assays

Enzyme activities of mitochondrial respiratory complexes I–V
and citrate synthase (CS) were measured in mitochondrial frac-
tion prepared from patient’s specimens. The assays for complexes
I–IV and CS were performed as described previously [Shimazaki
et al., 2012]. The assay for complex V was carried out following the
method by Morava and his colleagues with modifications [Morava
et al., 2006]. The enoyl-CoA hydratase activity was assayed by the
hydration of crotonyl-CoA by a slight modification of the proce-
dure described earlier [Steinman and Hill, 1975]. Five micrograms
of protein of the mitochondrial fraction prepared from patient-
derived myoblasts was added to 0.3 M Tris–HC1, pH 7.4, containing
5 mM EDTA (Ethylenediaminetetraacetic acid). The reaction was
started by the addition of 200 μM crotonyl-CoA and the decrease
in absorbance at 280 nm was monitored at 30°C.

Construction of the Immortalized Patient-Derived
Myoblasts

The patient-derived myoblasts and control myoblasts were trans-
fected with pEF321-T vector (A kind gift from Dr. Sumio Sugano,
University of Tokyo) and the cells were cultured serially for more
than ten population doublings until the morphological alteration
was observed [Kim et al., 1990].

Expression Vector Preparation and Transfection

For construction of a mammalian expression vector, full-length
ECHS1 (GenBank accession number NM 004092.3) was amplified
from a cDNA prepared from control subject using PrimeSTAR GXL
DNA polymerase (TaKaRa, Tokyo, Japan). The PCR product was
cloned into pEBMulti-Pur (Wako) and the clone was verified by
Sanger sequencing. The empty expression vector or an ECHS1 ex-
pression vector was transfected into immortalized patient-derived
myoblasts using Lipofectamine LTX Reagent (Thermo Fisher Sci-
entific). Each of the two missense variants, c.2T>G; p.M1R and
c.5C>T; p.A2V, was independently introduced into the clone by
PCR-based site-directed mutagenesis. Each insert with C-terminal
HA tag was cloned into pIRES2-AcGFP1 (Clontech Laboratories,
Mountain View, California, USA) and the clones were verified
by Sanger sequencing. WT and mutant ECHS1 expression vector
were transfected into DLD-1 cells using Lipofectamine LTX Reagent
(Thermo Fisher Scientific). Twenty-four hours later, the cell lysate
was subjected to immunoblotting.

Results
The patient reported here was a boy born to unrelated, healthy

parents after a 40-week pregnancy (weight 3,300 g, length 52 cm,
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Figure 1. T2-weighted magnetic resonance scan image and enzyme activities of mitochondrial respiratory complexes. A: T2-weighted magnetic
resonance scan image (MRI) shows bilaterally symmetrical hyperintensities in the putamen (arrows in the image); these are characteristic of
Leigh syndrome. B: Enzymatic activities of five mitochondrial respiratory complexes (I, II, III, IV, and V) were measured in mitochondrial fractions
prepared from the patient’s skeletal muscle. Respiratory complexes activities were normalized to citrate synthase activity. Black bars show patient
values and white bars show control values. Control values were mean values obtained from five healthy individuals. Patient activity values for
complexes I, III, and IV were 39%, 34%, and 64% of the control values, respectively. Error bars represent standard deviations.

Table 1. Urinary Organic Acid Profiling

Patient RPA (%) Controls RPA (%)

TCA cycle intermediates
α-Ketoglutarate 4.52 3.00–102.90
Aconitate 20.37 15.10–86.10
Isocitrate 8.98 8.30–29.00

Other metabolites
Lactate 11.83a <4.70
Pyruvate 3.18 <24.10
3-Hydroxyisobutyric acid 1.95 <9.00
Methylcitric acid 0.14a Less than trace amount
p-Hydroxy-phenyllactic acid 40.05a <7.00
Glyoxylate 37.71a <6.10

aValues outside the normal range.
RPA(%), relative peak area to the area of internal standard (heptadecanoic acid, HDA).

occipitofrontal circumference (OFC) 34.5 cm). Auditory screen-
ing test at 2 months of age revealed hearing impairment, and he
began to use a hearing aid at 6 months of age. Psychomotor de-
velopmental delay was noted at 5 months of age; he could not sit
alone, or speak a meaningful word as of 4 years of age. Nystagmus
was noted at 10 months of age. Muscle hypotonia, spasticity, and
athetotic trunk movement became prominent after 1 year of age. His
plasma (20.2 mg/dl) and a cerebrospinal fluid lactate were elevated
(25.3 mg/dl, control below 15 mg/dl). Urinary organic acid profil-
ing reveals significantly elevated excretion of glyoxylate (Table 1).
Analysis of blood acylcarnitines showed no abnormalities. Brain
magnetic resonance scan image showed bilateral T2 hyperintensity
of the putamen, typical for Leigh syndrome (Fig. 1A). Because Leigh
syndrome is generally caused by defects in the mitochondrial respi-
ratory chain or the pyruvate dehydrogenase complex, we performed
a muscle biopsy to measure enzyme activities of mitochondrial res-
piratory complexes in the patient. Mitochondrial fractions prepared
from patient or control specimens were used for all activity measure-
ments. Activity of each respiratory complex was normalized relative
to CS activity; normalized values for complexes I, III, and IV activity
were decreased to 39%, 34%, and 64% of control values, respectively
(Fig. 1B). Moreover, we performed blue native PAGE (BN-PAGE)
to examine if the assembly of respiratory complexes were altered in
the patient. As a result, there were no clear difference between the
patient and the control (Supp. Fig. S1).

Mitochondrial respiratory chain defects can be due to pathogenic
mutations in mitochondrial DNA (mtDNA) or nuclear DNA
(nDNA) coding for mitochondrial components. Initially, long and
accurate PCR amplification of mtDNA followed by direct sequenc-
ing was performed and no mutations known to be associated with
Leigh syndrome were identified, but previously reported polymor-
phisms were found (Supp. Table S3). Therefore, to identify the re-
sponsible mutations in nDNA, targeted exome sequencing was per-
formed. Coverage was at least 10× for 86.2% of the target regions,
and 30× or more for 73.4%. In all, 5,640 potential variants were
identified; these included 811 splice-site or nonsynonymous vari-
ants. Among those 811 variants, 562 were on the mismapping reads
that contained multiple apparent mismatches to the reference DNA
sequence. Of the remaining 249 variants, nine that were on target re-
gions with less than 10× coverage were eliminated because data reli-
ability was low. Filtering against dbSNP 135 and 1000 Genomes data,
this number was reduced to 13 including compound heterozygous
variants in the ECHS1 [MIM #602292] and 11 heterozygous vari-
ants in 11 separate genes (Supp. Table S4). Those variants have been
submitted to dbSNP (http://www.ncbi.nlm.nih.gov/SNP/). Because
most mitochondrial diseases caused by known nDNA mutations
are inherited in an autosomal recessive manner, we focused on the
compound heterozygous variants in ECHS1—c.2T>G; p.M1R and
c.5C>T; p.A2V—as primary candidates.

To confirm the targeted exome sequencing results, we performed
Sanger sequencing of genomic ECHS1 DNA and ECHS1 cDNA from
the patient and his parents. We identified both variants, c.2T>G and
c.5C>T, and the respective normal alleles in genomic DNA and
cDNA from the patient (Fig. 2A and B) and no other ECHS1 vari-
ants were detected except for common SNPs in the open reading
frame. Analysis of genomic DNA from the patient’s parents showed
that patient’s father was heterozygous for only one variant, c.2T>G,
and the patient’s mother for only the other variant, c.5C>T (Fig. 2A).
These results indicated that the patient inherited each variant sep-
arately and that both mutant alleles were expressed in the patient
(Fig. 2B). Each variant was nonsynonymous and in the region en-
coding the mitochondrial transit peptide (1–27 amino acids) of
ECHS1 [Hochstrasser et al., 1992]; moreover, c.2T>G; p.M1R was a
start codon variant (Fig. 2C).

Next, immunoblotting with primary antibodies against ECHS1
was performed to assess protein expression. Mitochondrial
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Figure 2. ECHS1 Sanger sequencing analysis and ECHS1 functional domains. A: Sequence chromatograms from part of exon 1 of ECHS1 were
generated by Sanger sequencing of genomic DNA. Each parent had one wild-type allele; the patient’s father also harbored a c.2T>G variant, and the
patient’s mother a c.5C>T variant. The patient inherited each variant allele and was a compound heterozygote. B: Sequence chromatograms from
part of ECHS1 exon 1 obtained by Sanger sequencing of cDNA prepared from patient mRNA. The same variants seen in genomic DNA were observed
in the cDNA. C: A schematic diagram of the functional domains in ECHS1 and the locations of the mutations. MTP, mitochondrial transit peptide.

fractions prepared from patient and control skeletal muscle were
used; whole-cell lysates or mitochondrial fractions prepared from
patient-derived or control myoblasts were also used. All experiments
using these specimens showed that the expression level of ECHS1
protein of the patient was too low to detect by immunoblotting
even though the expression level of SDHA was almost the same as
controls (Fig. 3A–C). These findings indicated that c.2T>G; p.M1R
and c.5C>T; p.A2V mutations caused a remarkable reduction in
ECHS1 protein expression. Notably, patient-derived and control
myoblasts were similar with regard to ECHS1 mRNA expression
(Fig. 3D), indicating that the mutations apparently affected ECHS1
protein expression directly. Next, we measured ECHS1 enzyme ac-
tivity in mitochondrial fractions prepared from patient-derived and
control myoblasts. ECHS1 activity was normalized to CS activity,
and activity in patient-derived myoblasts was 13% of that in con-
trol myoblasts (Fig. 3E). Therefore, the mutations caused a severe
depletion of ECHS1 protein expression thereby decreasing ECHS1
enzyme activity.

To examine the stability of each mutated protein, we constructed
three pIRES2-AcGFP1 expression plasmids, each expressed a dif-
ferent HA-tagged protein: wild-type, M1R-mutant, or A2V-mutant
ECHS1. The expression of AcGFP was used as a transfection control.
After the transfection into DLD-1 cells, immunoblotting of whole-
cell lysate with anti-HA and GFP antibodies showed markedly
higher expression of wild-type ECHS1 than of either mutant pro-
tein; all ECHS1 expression was normalized to AcGFP expression
(Fig. 4, Supp. Fig. S2). This result indicated that ECHS1 protein
expression was significantly reduced in the patient because of each
mutation.

To confirm that the patient had ECHS1 deficiency, we performed
a cellular complementation experiment. Patient-derived myoblasts
had to be immortalized for these experiments because nonimmor-
talized cells exhibited poor growth and finite proliferation. The
patient-derived myoblasts and control myoblasts were transfected
with pEF321-T vector (a kind gift from Dr. Sumio Sugano, Uni-

versity of Tokyo). We then ascertained that ECHS1 protein expres-
sion and activity were lower in immortalized patient-derived my-
oblasts than in controls (Fig. 5A and B). We then transduced an
empty expression vector, pEBMulti-Pur (Wako), or a pEBMulti-Pur
construct containing a full-length, wild-type ECHS1 cDNA into
the immortalized patient-derived myoblasts; cells with the vector
only or the ECHS1-expression construct are hereafter called vector-
only and rescued myoblasts, respectively. ECHS1 protein expres-
sion level and enzyme activity were analyzed in mitochondrial frac-
tions prepared from rescued myoblasts. Relative expression level
of ECHS1 in rescued myoblasts was 11 times higher than that
in vector-only myoblasts (Fig. 5A), and ECHS1 activity normal-
ized to CS activity in rescued myoblasts was 49 times higher than
that in vector-only myoblasts (Fig. 5B). From these cellular com-
plementation experiments, we concluded the patient had ECHS1
deficiency.

Since the patient showed the combined mitochondrial respira-
tory chain deficiency in the skeletal muscle as mentioned above, we
used a cellular complementation experiment to determine whether
wild-type ECHS1 rescued the respiratory chain defect in patient-
derived myoblasts. First, we measured enzyme activities of each
mitochondrial respiratory complex in mitochondrial fractions pre-
pared from immortalized patient-derived myoblasts. CS activity
normalized values for complexes I, IV, and V activity in immor-
talized patient-derived myoblasts were decreased to 17%, 39%, and
43% of the mean values of immortalized control myoblasts (Fig. 5C).
Then, we measured enzyme activity in mitochondrial fractions pre-
pared from rescued myoblasts and found that each activity of com-
plexes I, IV, and V was mostly restored relative to that in vector-only
myoblasts. In rescued myoblasts, CS activity normalized values of
complexes I, IV, and V were 3.5, 1.3, and 2.2 times higher than those
in vector-only myoblasts (Fig. 5C). Mitochondrial respiratory com-
plex activity was mostly restored in rescued myoblasts, suggesting
that there was an unidentified link between deficiency of ECHS1
and respiratory chain.
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Figure 3. ECHS1 expression and enzyme activity. ECHS1 expression was analyzed by immunoblotting. C1/2, control; P, patient. Mitochondrial
fraction prepared from patient’s skeletal muscle (A) or whole-cell lysate (B) and mitochondrial fraction (C) prepared from the patient-derived
myoblasts were analyzed via immunoblotting. All findings indicated that ECHS1 levels in patient samples were too low to detect by immunoblotting.
D: RT-PCR was used to assess ECHS1 mRNA levels in the patient. Notably, patient-derived myoblasts and control myoblasts did not differ with
regard to ECHS1 mRNA level. E: Mitochondrial fractions prepared from patient-derived myoblasts were used to estimate ECHS1 enzyme activity in
the patient. All ECHS1 activity measurements were normalized to CS activity; ECHS1 activity in patient-derived samples was 13% of that in control
samples. The experiments were performed in triplicate. Error bars represent standard deviations. (∗∗P < 0.005 Student’s t-test).

Figure 4. Exogenous expression of mutant ECHS1 protein in cancer cells. A: Schematic diagram of the pIRES mammalian expression vector. B:
Representative image of an immunoblotting containing AcGFP, an internal control, and each HA-tagged ECHS1 protein; all proteins were isolated
from DLD-1 cells that transiently overexpressed wild-type, A2V, or M1R HA-tagged ECHS1 from pIRES. The images obtained by short exposure
(left) and long exposure (right). C: Overexpressed HA-tagged ECHS1 protein levels. Both mutant ECHS1 proteins showed dramatically decreased
expression compared to wild-type ECHS1 protein, when ECHS1 was normalized relative to the internal control. Each experiment was performed in
triplicate. Error bars represent standard deviations (∗∗P < 0.005 Student’s t-test).

Discussion
Here, we described a patient harboring compound heterozygous

mutations in ECHS1. Immunoblotting analysis revealed that ECHS1
protein was undetectable in patient-derived myoblasts; moreover,
these cells showed significantly lower ECHS1 enzyme activity than

controls. Exogenous expression of two recombinant mutant proteins
in DLD-1 cells showed c.2T>G; p.M1R and c.5C>T; p.A2V muta-
tions affected ECHS1 protein expression. Cellular complementation
experiment verified the patient had ECHS1 deficiency.

The c.2T>G; p.M1R mutation affected the start codon and there-
fore was predicted to impair the protein synthesis from canonical
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Figure 5. ECHS1 protein expression and enzyme activity in rescued myoblasts. An empty vector or a construct encoding wild-type ECHS1
was introduced into immortalized patient-derived myoblasts. iC1/2, immortalized control myoblasts; iP, immortalized patient-derived myoblasts; iP-
vector, immortalized patient-derived myoblasts transfected with empty vector; Rescued, immortalized patient-derived myoblasts stably expressing
wild-type ECHS1. A: ECHS1 levels were assessed on immunoblotting using mitochondrial fractions prepared from rescued myoblasts. ECHS1 level
in “rescued” is 11 times higher than that in “iP-vector”. B: Mitochondrial fractions prepared from rescued myoblasts were also used to measure
ECHS1 enzyme activity. ECHS1 activity normalized to CS activity in “rescued” was 49 times higher than that in “iP-vector.” Each experiment was
performed in triplicate. Error bars represent standard deviations (∗∗P < 0.005 Student’s t-test). C: Mitochondrial fractions prepared from rescued
myoblasts were used to measure enzyme activities of mitochondrial respiratory complexes. Activity values were normalized to CS activity. Activities
of complexes I, IV, and V were mostly restored from “iP” and “iP-vector.” In “rescued,” the enzyme activities of complexes I, IV, and V were 3.5,
1.3, and 2.2 times higher, respectively, than the “iP-vector.” Each experiment was performed in triplicate. Error bars represent standard deviations
(∗∗P < 0.005, ∗P < 0.05 Student’s t-test).

initiation site. In the reference ECHS1 sequence, the next in-frame
start codon is located in amino acids 97 (Fig. 2C). Even if transla-
tion could occur from this second start codon, the resulting product
would lack the whole transit peptide and part of the enoyl-CoA
hydratase/isomerase family domain (Fig. 2C). The c.5C>T; p.A2V
mutation was located in the mitochondrial transit peptide and the
mutation may affect the mitochondrial translocation of ECHS1. Sur-
prisingly, the MitoProt-predicted mitochondrial targeting scores for
the wild-type and A2V-mutant proteins were 0.988 and 0.991, re-
spectively [MitoProt II; http://ihg.gsf.de/ihg/mitoprot.html; Claros
and Vincens, 1996] and not markedly different from each other.
Nevertheless, mislocalized mutant protein may have been degraded
outside of the mitochondria. Consistent with this speculation was
the finding that immunoblotting of lysate from patient-derived my-
oblasts (Fig. 3B) or from transfected cells that overexpressed the
recombinant p.A2V-mutant ECHS1 (Fig. 4B, Supp. Fig. S2) did not
show upper shifted ECHS1 bands that indicated ECHS1 with the
transit peptide. Another possible explanation is that the mutation
affected the translation efficiency because it was very close to the
canonical start codon. It can change secondary structure of ECHS1
mRNA or alter the recognition by the translation initiation fac-
tors. As stated above, even if there was a translation product from
the second in-frame start codon, that product would probably not
function.

This patient presented with symptoms that are indicative of
fatty acid oxidation disorders (e.g., hypotonia and metabolic aci-
dosis), but he also presented with neurologic manifestations, in-

cluding developmental delay and Leigh syndrome, that are not
normally associated with fatty acid β-oxidation disorders. Inter-
estingly, developmental delay is also found in cases of SCAD defi-
ciency [Jethva et al., 2008]. In the absence of SCAD, the byprod-
ucts of butyryl-CoA—including butyrylcarnitine, butyrylglycine,
ethylmalonic acid (EMA), and methylsuccinic acid—accumulate in
blood, urine, and cells. These byproducts may cause the neurologi-
cal pathology associated with SCAD deficiency [Jethva et al., 2008].
EMA significantly inhibits creatine kinase activity in the cerebral
cortex of Wistar rats but does not affect levels in skeletal or heart
muscle [Corydon et al., 1996]. Elevated levels of butyric acid mod-
ulated gene expression because excess butyric acid can enhance hi-
stone deacetylase activity [Chen et al., 2003]. Moreover, the highly
volatile nature of butyric acid as a free acid may also add to its
neurotoxic effects [Jethva et al., 2008].

On the other hand, it is very rare for fatty acid β-oxidation disor-
ders causing Leigh syndrome. Therefore, the most noteworthy man-
ifestation in this patient was Leigh syndrome. Leigh syndrome is a
neuropathological entity characterized by symmetrical necrotic le-
sions along the brainstem, diencephalon, and basal ganglion [Leigh,
1951]. It is caused by abnormalities of mitochondrial energy gen-
eration and exhibits considerable clinical and genetic heterogeneity
[Chol et al., 2003]. Commonly, defects in the mitochondrial respira-
tory chain or the pyruvate dehydrogenase complex are responsible
for this disease. This patient’s skeletal muscle samples exhibited
a combined respiratory chain deficiency, and this deficiency may
be the reason that he presented with Leigh syndrome. Although it
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remained unclear what caused the respiratory chain defect, cellular
complementation experiments showed almost complete restora-
tion, indicating there was an unidentified link between ECHS1 and
respiratory chain. One of the possible causes of respiratory chain de-
fect is the secondary effect of accumulation of toxic metabolites. For
example, an elevated urine glyoxylate was observed in this patient.
Although the mechanism of this abnormal accumulation is not clear
at the moment, it was shown that glyoxylate inhibited oxidative
phosphorylation or pyruvate dehydrogenase complex by in vitro
systems [Whitehouse et al., 1974; Lucas and Pons, 1975]. There-
fore, we speculate that in our patient, ECHS1 deficiency induced
metabolism abnormality including glyoxylate accumulation, and
glyoxylate played a role in decreased enzyme activities of respiratory
chain complexes. Interestingly, a recent paper describing patients
with Leigh syndrome and ECHS1 deficiency showed decreased ac-
tivity of pyruvate dehydrogenase complex in fibroblasts [Peters et al.,
2014], (Supp. Table S5). BN-PAGE showed the assembly of respi-
ratory complex components in the patient was not clearly different
from the control (Supp. Fig. S1). This result suggests that the res-
piratory chain defect in the patient is more likely because of the
secondary effect of accumulation of toxic metabolites. On the other
hand, many findings indicate interplays between mitochondrial fatty
acid β-oxidation and the respiratory chain. For example, Enns et al.
[2000] mentioned the possibility of the physical association between
these two energy-generating pathways from overlapping clinical
phenotypes in genetic deficiency states. More recently, Wang and his
colleagues actually showed physical association between mitochon-
drial fatty acid β-oxidation enzymes and respiratory chain com-
plexes (Wang et al., 2010). Similarly, Narayan et al. demonstrated
interactions between short-chain 3-hydroxyacyl-CoA dehydroge-
nase (SCHAD) and several components of the respiratory chain
complexes including the catalytic subunits of complexes I, II, III,
and IV via pull-down assays involving several mouse tissues. Con-
sidering the role of SCHAD as a NADH-generating enzyme, this
interaction was suggested to demonstrate the logical physical asso-
ciation with the regeneration of NAD through the respiratory chain
[Narayan et al., 2012]. Still more recently, mitochondrial protein
acetylation was found to be driven by acetyl-CoA produced from
mitochondrial fatty acid β-oxidation [Pougovkina et al., 2014]. Be-
cause the activities of respiratory chain enzymes are regulated by
protein acetylation [Zhang et al., 2012], this finding indicated that
β-oxidation regulates the mitochondrial respiratory chain. Remark-
ably, acyl-CoA dehydrogenase 9 (ACAD9), which participates in the
oxidation of unsaturated fatty acid, was recently identified as a fac-
tor involved in complex I biogenesis [Haack et al., 2010; Heide et al.,
2012]. Cellular complementation experiments that involve overex-
pression of wild-type ACAD9 in patient-derived fibroblast cell lines
showed restoration of complex I assembly and activity [Haack et al.,
2010]. Accumulating evidence indicates that there are complex reg-
ulatory interactions between mitochondrial fatty acid β-oxidation
and the respiratory chain.

ECHS1 has been shown to interact with several molecules outside
the mitochondrial fatty acid β-oxidation pathway [Chang et al.,
2013; Xiao et al., 2013] and the loss of this interaction can affect
respiratory chain function in a patient. Further functional analysis
of ECHS1 will advance our understanding of the complex regulation
of mitochondrial metabolism.
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Pyruvate therapy is a promising approach for the treatment of mitochondrial diseases. To identify novel bio-
markers for diagnosis and to evaluate therapeutic efficacy, we performed microarray analysis of 2SD cybrid
cells harboring a MELAS-causing mutation and control cells treated with either lactate or pyruvate. We found
that expression and secretion of growth differentiation factor 15 (GDF15) were increased in 2SD cells treated
with lactate and that serum GDF15 levels were significantly higher in patients with mitochondrial diseases
than in those with other diseases, suggesting that GDF15 could be a useful marker for diagnosis and evaluating
the therapeutic efficacy of pyruvate.

© 2014 Elsevier B.V. and Mitochondria Research Society.
1. Introduction

Mitochondrial diseases are caused by mitochondrial or nuclear ge-
nomemutations that affect the functions ofmitochondria. The symptoms
are causedby impaired energymetabolismdue tomitochondrial dysfunc-
tion and manifest mostly in tissues with a high energy demand such as
brain, heart, andmuscle.Mitochondrialmyopathy, encephalopathy, lactic
acidosis, and stroke-like episodes (MELAS) is one of the most common of
themitochondrial diseases (Pavlakis et al., 1984). The A-to-G transition at
the 3243 position of themitochondrial DNA (m.3243A NG) located in the
mitochondrial tRNALeu (UUR) gene is a MELAS-causing mutation, and it is
detected in approximately 80% of patients with MELAS (Goto et al.,
1990, 1992; Kirino et al., 2004; Yasukawa et al., 2000).

These pathogenicmutations typically result in defective ATP synthesis
in mitochondria, and therefore ATP production depends on the glycolytic
pathway. Since lactate production is aberrantly increased by the accelera-
tion of glycolysiswhen energy demand is elevated, the lactate to pyruvate
(L/P) ratio in serum is often increased in patients withmitochondrial dis-
eases and has been clinically used for estimating the dysfunction of mito-
chondrial respiration. It is well known that the L/P ratio reflects the
intracellular NADH/NAD+ ratio. Since NAD+ is indispensable for oxida-
tion of glyceraldehyde 3-phosphate (GAP) to 1,3-bisphosphoglycerate
81 3 3579 4776.

ch Society.
(BPG) by glyceraldehyde 3-phosphate dehydrogenase (GAPDH) in the
glycolytic pathway, a shortage of NAD+ interrupts this reaction, resulting
in decreased ATP biosynthesis. Tanaka et al. (2007) proposed that the ad-
dition of pyruvatewould facilitate oxidation ofNADH toNAD+via the lac-
tate dehydrogenase reaction, whichwould restore ATP production by the
glycolytic pathway even under defective respiratory conditions. Indeed,
positive effects of sodium pyruvate on clinical manifestations of mito-
chondrial diseases have been reported (Koga et al., 2012; Saito et al.,
2012). However, useful biomarkers for evaluating the therapeutic efficacy
of pyruvate remain to be developed.

Cybrid cell lines established by the fusion of enucleated myoblast
cells from a patient with a cultured cell line depleted of mtDNA have
been used to elucidate the pathogenesis and underlying molecular
mechanisms of mitochondrial diseases. We previously reported
increased expression of amino acid starvation-responsive genes in
cybrid cells with MELAS and NARP (neuropathy, ataxia, and retinitis
pigmentosa) mutations (Fujita et al., 2007). In our earlier study (Kami
et al., 2012), we found that exposure to excessive sodium lactate signif-
icantly increases the intracellular L/P and NADH/NAD+ ratios in cybrid
cells harboring the MELAS mutation (m.3243A N G), which implies
worsening of lactic acidosis and NAD+ shortage. On the other hand,
we found that treatment with sodium pyruvate facilitates the ATP pro-
duction and improves the energy status, as indicated by a decrease in
the L/P ratio and retention of the NADH/NAD+ ratio. Taken together,
we considered that these experimental conditions would be ideal for
identifying biomarker candidate genes, whose expression levels reflect
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the intracellular energy deficiency and the effect of pyruvate on energy
metabolism.

In the present study,we performed a global gene expression analysis
of cybrid cells with the MELAS mutation (m.3243A N G: 2SD cells) and
control cybrid cells (2SA cells) treated or not with lactate or pyruvate.
We identified several biomarker candidate genes, among which we fo-
cused on growth differentiation factor 15 (GDF15). The level of GDF15
in the conditioned medium was significantly higher in 2SD cells than
in 2SA cells, which level was further increased by lactate butwas not af-
fected by pyruvate in 2SD cells. We also demonstrated that the concen-
tration of GDF15 in the serum was markedly elevated in patients with
mitochondrial diseases compared with that in those with other pediat-
ric diseases. Thus, we identified GDF15 as a novel serummarker for the
diagnosis ofmitochondrial diseases and possibly formonitoring the dis-
ease status and progression and for evaluating the therapeutic efficacy
of pyruvate.

2. Materials and methods

2.1. Cell culture

The 2SA and 2SD cybrid cell lines were previously established by
Chomyn et al. (1992). Briefly, 14 cybrid cloneswere isolated after the fu-
sion of enucleated myoblasts derived from a MELAS patient with
mtDNA-deficient ρ0206 cells generated from a human 143B osteosarco-
ma cell line. Among those clones, 10 clones had homoplasmic wild-type
mtDNA, and 4 clones harbored strongly predominant mutant mtDNA.
For our experiments, we chose two clones, 2SA and 2SD cybrid cell
lines carrying 100% wild-type mtDNA and 94% m.3243A N G mutant
mtDNA, respectively. The 2SD but not 2SA cybrid cells were shown to
be defective inmitochondrial protein synthesis and respiratory capacity
(Chomyn et al., 1992). Cells were cultured in high-glucose Dulbecco's
modified Eagle's medium (DMEM) supplementedwith 10% fetal bovine
serum, 1mMsodiumpyruvate, and 0.4mMuridine at 37 °C under a hu-
midified atmosphere of 5% CO2.

2.2. Microarray analysis

Total RNA was isolated from cells by using a miRNeasy mini kit
(Qiagen, Venlo, Netherlands). One hundred nanograms of total RNA
was labeled and amplified with a low input quick amp labeling kit
(Agilent Technologies, Santa Clara, CA, USA) used according to the
manufacturer's instructions. The labeled cRNA was hybridized to the
Agilent SurePrint G3 Human GE 8x60KMicroarray in a rotating hybrid-
ization oven at 10 rpm for 20 h at 65 °C. After hybridization, the micro-
arrays were washed according to the manufacturer's instructions and
scanned on an Agilent DNA Microarray Scanner with Scan Control soft-
ware. The resulting imageswere processed, and rawdatawere collected
by using Agilent Feature Extraction software. Expression data were an-
alyzed by using GeneSpringGX 11 (Agilent Technologies). The signal in-
tensity of each probewas normalized by a percentile shift, inwhich each
value was divided by the 75th percentile of all values in its array. For
pairwise comparison analysis, only the probes that had expression
flags present under at least one condition were considered. The list
was analyzed with Ingenuity Pathways Analysis software (Ingenuity
Systems, Redwood, CA, USA)

2.3. Quantitative RT-PCR

Total RNA was reverse transcribed to cDNA with a High Capacity
cDNA Reverse Transcription Kit (Life Technologies, Carlsbad, CA, USA)
used according to themanufacturer's protocols. Real-time PCRwas per-
formed on the StepOnePlus Real-Time PCR System (Life Technologies)
using Power SYBR Green PCR Master Mix. 18S rRNA gene was used as
an internal control for normalization. The sequences of primers are
listed in Supplementary Table 1.
2.4. Patients

A written informed consent was obtained from all patients or their
legal guardians. Enrolled patients were diagnosed with mitochondrial
diseases by medical doctors in Kurume University Hospital over the pe-
riod of 2005–2013. Seventeen patients diagnosed at this hospital as hav-
ing mitochondrial diseases were recruited for this study. As a control
group, 13 patients diagnosed as having other pediatric diseases such
as dwarfismwere also recruited. The clinical information of the patients
is listed in Supplementary Table 2. This studywas approved by the Insti-
tutional Review Board (Kurume University #13099).

2.5. ELISA and multiplex suspension array

Cells were placed on 60-mmdishes 1 day before replacing themedi-
umwith freshmedium. Conditionedmedium cultured for 24 hwas col-
lected, and the particulates were removed by centrifugation (at 500 ×g
for 10 min, at 10,000 ×g for 30 min). The GDF15 and INHBE concentra-
tions in the supernatants and in the sera of patients were determined in
duplicate by using a Human GDF-15 Immunoassay (R&D Systems, Min-
neapolis, MN, USA) and enzyme-linked immunosorbent assay kit for In-
hibin Beta E (Uscn Life Science, Wuhan, Hubei, PRC) according to the
manufacturer's instructions. For measuring other cytokine concentra-
tions, the sera were subjected to a multiplex suspension array, Bio-
Plex Pro Human Cytokine Grp II Panel 21-Plex (Bio-Rad, Hercules, CA,
USA). The cytokines measured by use of this array were the following:
IL-1α, IL-2Rα, IL-3, IL-12 (p40), IL-16, IL-18, CTACK, GRO-α, HGF, IFN-
α2, LIF, MCP-3, M-CSF, MIF, MIG, β-NGF, SCF, SCGF-β, SDF-1α, TNF-β,
and TRAIL. We measured the FGF21 (BioVendor, Czech Republic)
concentration in duplicate samples by ELISA. Unmeasurable high-
concentration samples of FGF21 and GDF15 were diluted 10-fold prior
to measurement. The value from each assay was determined by refer-
ence to the linear portion of the standard curves for FGF21 and
GDF15. All assays were performed by a trained scientist or technical
staff.

2.6. Statistical analysis

Statistical analyses were performed by using IBM SPSS statistics
(IBM, Armonk, NY, USA). We used the nonparametric Mann–Whit-
ney U test to validate differences in cytokine levels in serum between
mitochondrial disease patients and controls. The correlation be-
tween GDF15 and FGF21 concentrations in serum was assessed by
Spearman correlation analysis. We plotted the receiver operating
characteristics (ROC) curve for GDF15, HGF, SCF, SCGF-β, and
FGF21 and calculated the area under the curve (AUC). The data for
the sensitivity and 100 minus the specificity were plotted on a con-
tinuous scale.

3. Results

3.1. Gene expression changes in response to intracellular energy deficiency
in 2SD cells

We performed microarray analysis of 2SD cybrid cells harboring
the MELAS mutation (m.3243A N G) and 2SA control cybrid cells
treated with 10 mM lactate or 10 mM pyruvate for 0, 4 or 8 h
(Fig. 1A). The numbers of gene probes whose signal intensities
were altered by 2-fold for each comparison are given in Supplemen-
tary Tables 3–6. We found remarkable changes in gene expression in
2SD cells, but not in 2SA cells, treated with lactate for 8 h. As shown
in Supplementary Fig. 1A, we then selected gene probes that were in-
creased by lactate treatment for 8 h compared with those without
treatment and concurrently up-regulated by lactate but not by pyru-
vate at 8 h after treatment and thereby identified 313 probes that
were specifically up-regulated by lactate in 2SD cells at 8 h



Fig. 1.Microarray analysis of 2SD and 2SA cells (A) Diagramof treatment protocols. Total RNA isolated from2SD and2SA cells treatedwith 10mM lactate or 10mMpyruvate for 0, 4, or 8 h
were subjected to microarray analysis (n=2). (B, C) Venn diagrams show the number of probes for genes in 2SD cells (B) or 2SA cells (C) that were increased (left panels) or decreased
(right panels) in expression by lactate treatment for 8 h compared with their expression at 0 h and concurrently up-regulated by lactate but not by pyruvate after 8-h treatment. (For
interpretation of the references to colour in this figure, the reader is referred to the web version of this article.)
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(Fig. 1B). Using similar criteria (Supplementary Fig. 1B), we also
identified 96 probes that were specifically down-regulated in 2SD
cells by lactate treatment for 8 h (Fig. 1B). In 2SA cells, having normal
mitochondrial function, the numbers of gene probes that responded
to lactate treatment were limited (Fig. 1C). The clustering analysis of
the 313 up-regulated (corresponding to 231 genes) and 96 down-
regulated (corresponding to 75 genes) gene probes highlighted sig-
nificant differences in gene expression patterns between 2SD and
2SA cells and also between lactate and pyruvate treatments
(Fig. 2). These results suggest that a defective energy metabolism
caused by exposure to a high dose of lactate resulted in significant
changes in gene expression in 2SD cells.
3.2. Gene networks associated with intracellular energy deficiency in
2SD cells

In order to identify gene networks associated with a defective ener-
gy metabolism in the lactate-treated 2SD cells, a gene network analysis
was performed on 231 up-regulated genes and 75 down-regulated
ones. This analysis identified 11 and 5 gene networks for up- and
down-regulated genes, respectively (Fig. 3 and Supplementary Figs. 2
and 3). The top-ranked gene network identified for the up-regulated
genes contained those related to the amino-acid starvation response,
such as ASNS, ATF3, NUPR1, DDIT3, CTH, TRIB3, STC2, and PCK2
(Fig. 3A). It is worth noting that GDF15, on which we focused in the

image of Fig.�1


Fig. 2. Clustering analysis of themicroarray data The gene probes up-regulated (n=313) and down-regulated (n=96) at 8 h after lactate treatmentwere subjected to clustering analysis.
Part of the data are shown. (For interpretation of the references to colour in this figure, the reader is referred to the web version of this article.)

Fig. 3. Gene network analysis of the microarray data The genes specifically up-regulated (n = 231) and down-regulated (n = 75) at 8 h after lactate treatment were subjected to gene
network analysis. The top-ranked gene networks in terms of the number of genes included are shown for up-regulated (A) and down-regulated (B) genes. Genes involved in the
amino-acid starvation response (red circles) and heat-shock response (blue circles) aswell as GDF15 (red square) are denoted. (For interpretation of the references to colour in this figure,
the reader is referred to the web version of this article.)
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present study, was included in this network. On the other hand, the
gene network for down-regulated genes included those linked to the
heat-shock protein response, such as HSPA1A, HSPA2, HSPA4L, HSPA8,
HSPA12A, and HSPH1 (Fig. 3B).

3.3. GDF15 as a potential biomarker for diagnosis and evaluating the
therapeutic efficacy of pyruvate

Proteins encoded by genes related to intracellular energy deficiency
in 2SD cells and secreted into the medium could be potential bio-
markers for mitochondrial diseases. Gene annotation analysis revealed
the location of gene products that were specifically up- and down-
regulated by lactate at 8 h (231 and 75 genes, respectively) (Table 1).
Twenty-three up-regulated genes and 4 down-regulated genes were
annotated to the extracellular space, each of which is listed in Tables 2
and 3. Among them, we focused on the top 2 ranked up-regulated
genes, growth differentiation factor 15 (GDF15) and inhibin beta E
(INHBE).

To validate the intracellular expression levels of these genes,we per-
formed quantitative RT-PCR for GDF15 and INHBE. The expression
levels of GDF15 (Fig. 4A) and INHBE (Fig. 4B) in the 2SD cells were in-
creased by treatmentwith 10mMlactate, but notwith 10mMpyruvate,
for 4 or 8 h. Furthermore, GDF15 expression at 0 h was higher in 2SD
cells than in 2SA cells. These results confirmed the reproducibility of
our microarray data and identified GDF15 and INHBE as candidate bio-
markers. To determine whether the secretion of GDF15 and INHBE pro-
teins was increased in 2SD cells in response to lactate treatment, we
measured their concentrations in medium from 2SA and 2SD cells cul-
tured for 24 h in the presence of 1 mM pyruvate, 10 mM lactate, or
10 mM pyruvate. ELISA showed that the GDF15 levels were higher in
the conditioned medium of 2SD cells than in that of 2SA cells under all
of the culture conditions (Fig. 4C). Moreover, treatment with 10 mM
lactate, but not with 10 mM pyruvate, promoted secretion of GDF15 in
2SD cells in comparison with treatment with 1 mM pyruvate, whereas
2SA cells did not respond to the high dose of lactate and pyruvate treat-
ment. In contrast, INHBE proteinwas not detectable by ELISA in the con-
ditionedmediumof either 2SD or 2SA cells under any culture conditions
(data not shown). These results indicate that GDF15 could be a potential
biomarker for diagnosis andmonitoring the disease status and progres-
sion as well as for assessing the therapeutic efficacy of pyruvate for the
treatment of mitochondrial diseases.

3.4. GDF15 as a biomarker for diagnosis of mitochondrial diseases

In order to validate the feasibility of GDF15 as a serumbiomarker,we
measured its concentration in the serum of 17 patients with mitochon-
drial diseases as well as in that of 13 patients with other pediatric dis-
eases as a control (Supplementary Table 2). ELISA showed that the
average concentration of GDF15 in the serum of mitochondrial disease
patients was 2632.9 pg/mL, whereas that for other pediatric disease pa-
tients was 285.2 pg/mL, suggesting that GDF15 levels were significantly
increased in the serum of mitochondrial disease patients and could
clearly distinguish mitochondrial disease patients from control patients
(Fig. 5A).
Table 1
The location of probes (genes) up- anddown-regulated in 2SD cellswith lactate treatment
for 8 h.

Up-regulated Down-regulated

Location Probe
number

Gene
number

Probe
number

Gene
number

Nucleus 39 35 14 14
Cytoplasm 51 47 25 19
Plasma membrane 37 33 16 16
Extracellular space 26 23 5 4
Unknown 160 93 36 22
Sincefibroblast growth factor 21 (FGF21)was recently proposed as a
diagnostic marker for mitochondrial diseases (Davis et al., 2013;
Suomalainen et al., 2011), we also measured the FGF21 levels in the
serum of the same mitochondrial disease patients and control patients
(Fig. 5B). The serum FGF21 levels were higher in patients with mito-
chondrial diseases than in those with other diseases. Furthermore,
there was a good correlation between the serum GDF15 and FGF21
levels (Fig. 5C).

In an attempt to find additional biomarkers, we determined the
serum levels of 21 cytokines in the same patients by using themultiplex
suspension array. As shown in Supplementary Fig. 4A, the serum con-
centrations of HGF and SCF were higher in patients with mitochondrial
diseases than in control patients, whereas the serum levels of SCGF-β
were lower in the former than in the latter.

Finally, we performed ROC curve analysis of GDF15, HGF, SCF, SCGF-
β, and FGF21. As shown in Fig. 5D, the area under the curves (AUC) for
GDF15 (0.986) was higher than that for FGF21 (0.787). The AUC for
FGF21 was similar to those for HGF (0.747), SCF (0.729), and SCGF-β
(0.837) (Supplementary Fig. 4B), indicating that GDF15 had the maxi-
mum sensitivity and specificity for diagnosis of mitochondrial diseases.
These results suggest that GDF15 has the greatest potential as a novel
diagnostic marker for MELAS and other mitochondrial diseases.

4. Discussion

Based on the global gene expression analysis of cybrid cells withmi-
tochondrial dysfunction, we identified GDF15 as a potential biomarker
whose expression and secretion reflected the intracellular energy defi-
ciency and the effect of pyruvate therapy on the energy metabolism.
We then determined the serum levels of GDF15 in patients with mito-
chondrial diseases and other diseases and identified GDF15 as a novel
diagnostic marker for mitochondrial diseases. Although additional clin-
ical studies are needed, the serumGDF15 concentrationmay be a useful
biomarker not only for diagnosis of mitochondrial diseases but also for
monitoring the disease status and progression as well as for determin-
ing the efficacy of pyruvate therapy.

GDF15 is amember of the transforming growth factor-β (TGF-β) su-
perfamily and is widely expressed in mammalian tissues (Unsicker
et al., 2013). GDF15 plays important roles in multiple pathologies in-
cluding cardiovascular diseases, cancer, and inflammation. It has been
shown that GDF15 is up-regulated by tumor suppressor p53 in response
to high glucose or treatment with anti-cancer compounds (Baek et al.,
2002; Li et al., 2013; Yang et al., 2003). The p53 protein is a transcription
factor that responds to a variety of stresses such as DNA damage, oxida-
tive stress, hypoxia, andmetabolic stress, and it activates the expression
of genes to induce cell cycle arrest, DNA repair, senescence, and cell
death (Sermeus and Michiels, 2011; Sperka et al., 2012; Zhang et al.,
2010). CDKN1A (p21), a potent cyclin-dependent kinase inhibitor, is a
major downstream effector of p53, which induces cell-cycle arrest
(Sperka et al., 2012). In our microarray data, the CDKN1A expression
level was 3.5-fold increased by lactate treatment of 2SD cells (data not
shown). Previous reports demonstrated increased expression of
CDKN1A in the skeletal muscle of patients with mitochondrial diseases
and a cell line depleted of mitochondrial DNA (Behan et al., 2005; Crimi
et al., 2005). Besides CDKN1A, we found other p53 effector genes in the
list of genes up-regulated in the lactate-treated 2SD cells, including
GADD45A, EGR2, DDIT3, CHMP4C, SESN2, ULBP1, DDIT4, and NUPR1
(data not shown). These results suggest that p53 activation may have
played an important role in the induction of GDF15 expression in 2SD
cells treatedwith lactate. It has been also demonstrated that p53 activa-
tion caused by metabolic stress is mediated by AMP-activated protein
kinase (AMPK; Zhang et al., 2010). Our previous metabolomic profiling
revealed that the ATP level drops but that the ADP and AMP levels are
increased in lactate-treated 2SD cells (Kami et al., 2012), implying that
elevation of the AMP/ATP ratio may activate p53 through AMPK activa-
tion. Taken together, it is possible that p53 induced GDF15 expression in



Table 2
Genes annotated to the extracellular space among those specifically up-regulated by lactate treatment for 8 h.

Gene symbol Accession number Entrez gene name Fold change

L-8/L-0a L-8/P-8b

GDF15 NM_004864 Growth differentiation factor 15 27.4 14.8
INHBE NM_031479 Inhibin, beta E 15.0 9.4
AREG NM_001657 Amphiregulin 14.0 2.2
ECM2 NM_001393 Extracellular matrix protein 2, female organ and adipocyte specific 11.8 9.0
ADM2 NM_024866 Adrenomedullin 2 10.3 3.0
MMP3 NM_002422 Matrix metallopeptidase 3 (stromelysin 1, progelatinase) 9.8 4.2
IL1A NM_000575 Interleukin 1, alpha 7.6 6.0
C12orf39 ENST00000256969 Chromosome 12 open reading frame 39 6.3 6.7
APOL6 NM_030641 Apolipoprotein L, 6 6.2 3.8
SCG5 NM_003020 Secretogranin V (7B2 protein) 5.2 3.0
SPOCK2 NM_014767 Sparc/osteonectin, cwcv and kazal-like domains proteoglycan (testican) 2 5.1 6.6
AMTN NM_212557 Amelotin 5.0 3.9
IL23A NM_016584 Interleukin 23, alpha subunit p19 4.4 2.8
ADAMTS17 NM_139057 ADAM metallopeptidase with thrombospondin type 1 motif, 17 3.5 2.2
VEGFA NM_001025370 Vascular endothelial growth factor A 3.4 2.5
STC2 NM_003714 Stanniocalcin 2 3.4 2.6
PDGFB NM_002608 Platelet-derived growth factor beta polypeptide 2.8 3.8
C1QTNF1 NM_198594 C1q and tumor necrosis factor related protein 1 2.6 2.9
HECW2 NM_020760 HECT, C2 and WW domain containing E3 ubiquitin protein ligase 2 2.4 2.1
IGFALS NM_004970 Insulin-like growth factor binding protein, acid labile subunit 2.3 2.5
IGFBP1 NM_000596 Insulin-like growth factor binding protein 1 2.3 2.1
PDGFA NM_002607 Platelet-derived growth factor alpha polypeptide 2.2 2.2
CLEC3B NM_003278 C-type lectin domain family 3, member B 2.1 2.2

aFold change between 8 h and 0 h after lactate treatment
bFold change between lactate treatment and pyruvate treatment at 8 h
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response to AMPK activation caused by the intracellular energy defi-
ciency. However, it remains to be determined whether other stresses
such as oxidative stress may also have participated in p53 activation
and GDF15 induction in the lactate-treated 2SD cells.

Gene network analysis demonstrated that the top-ranked net-
work contained not only genes associated with the amino-acid star-
vation response but also the GDF15 gene (Fig. 3A). In a mouse model
of late-onset mitochondrial myopathy, the expression of amino-acid
starvation-responsive genes was shown to be elevated (Tyynismaa
et al., 2010). The asparagine synthetase (ASNS), which is a represen-
tative gene involved in the amino-acid starvation response, has been
reported to be up-regulated in the skeletal muscle of patients with
mitochondrial diseases and in cybrid cells established from a mito-
chondrial disease patient (Crimi et al., 2005; Fujita et al., 2007). Acti-
vating transcription factor 4 (ATF4) is a master regulator of
integrated stress responses (ISR), in which a variety of stresses, in-
cluding amino-acid starvation as well as glucose starvation, ER
stress, hypoxia, and oxidative stress, induce phosphorylation of
eIF2α followed by up-regulation of ATF4 to activate expression of
stress-responsive genes (Harding et al., 2003; Jiang et al., 2004;
Rouschop et al., 2010; Rzymski et al., 2010; Teske et al., 2011). It is
noteworthy to point out that GDF15 has been shown to be up-
regulated by ATF4 in mouse embryonic fibroblasts (Jousse et al.,
2007). Taken together, such findings suggest that the ISR pathway
may also contribute to the induction of GDF15 in response to defec-
tive energy metabolism and play a role in the pathogenesis of mito-
chondrial diseases.
Table 3
Genes annotated to the extracellular space among those specifically down-regulated by lactate

Gene symbol Accession number Entrez gene name

CXCL1 NM_001511 Chemokine (C-X-C motif) ligand 1 (
PDZRN3 NM_015009 PDZ domain containing ring finger 3
SLC39A10 NM_020342 Solute carrier family 39 (zinc transp
DKK1 NM_012242 Dickkopf 1 homolog (Xenopus laevi

aFold change between 8 h and 0 h after lactate treatment
bFold change between lactate treatment and pyruvate treatment at 8 h
In the present study, we validated the clinical usefulness of GDF15 as
a diagnostic marker by determining the serum GDF15 levels in patients
with mitochondrial diseases and in those with other pediatric diseases.
The results showed that serumGDF15 levels were significantly elevated
in patients with mitochondrial diseases, which finding is consistent
with a recent report (Kalko et al., 2014). We also demonstrated that
GDF15 had higher sensitivity and specificity than FGF21, which was re-
cently identified as a sensitive and specific blood biomarker for muscle
pathology in a wide range of mitochondrial diseases in adults and chil-
dren (Suomalainen et al., 2011). Our small-scale study, however, may
have underestimated the clinical usefulness of FGF21, because the
AUC for FGF21 reported by 2 independent groups (0.95 and 0.91) was
higher than that in the present study (0.787).

Using the multiplex suspension array, we also identified HGF, SCF,
and SCGF-β as potential diagnostic markers for mitochondrial diseases.
The ROC curve analysis, however, revealed that GDF15 had the maxi-
mum sensitivity and specificity for diagnosis of mitochondrial diseases
compared with HGF, SCF, SCGF-β, or FGF21. Based on the microarray
analysis, we also selected INHBE as the next best candidate gene
(Table 2). INHBE is a member of the activin beta family, which has
been reported to be primarily expressed in the liver and up-regulated
by drug-induced ER stress, cysteine deprivation, and insulin treatment
(Bruning et al., 2012; Dombroski et al., 2010; Hashimoto et al., 2009;
Lee et al., 2008). Although secreted INHBE protein was not detectable
in the conditioned medium from the cell cultures, we are currently in-
vestigating the clinical usefulness of INHBE as a biomarker for diagnosis
and monitoring of the disease status and progression.
treatment for 8 h.

Fold change

L-8/L-0a L-8/P-8b

melanoma growth stimulating activity, alpha) −3.4 −2.6
−2.4 −2.0

orter), member 10 −2.3 −2.9
s) −2.1 −2.3



Fig. 4.Quantitative RT-PCR and ELISA for GDF15 and INHBE Total RNA isolated from 2SA and 2SD cells treatedwith 10mM lactate or 10mMpyruvate for 0, 4 or 8 h (n=3)were subjected
to quantitative RT-PCR for GDF15 (A) and INHBE (B). (C) The conditioned medium collected from 2SA and 2SD cell cultures treated with 10mM lactate (10 L), 10 mM pyruvate (10P) or
1 mM pyruvate (1P) for 24 h was subjected to ELISA for GDF15 protein (n = 3).

Fig. 5.Measurement of the GDF15 and FGF21 concentrations in the serum of patients. The serum GDF15 (A) and FGF21 (B) concentrations in 17 patients with mitochondrial diseases as
well as those in 13 patients with other pediatric diseases were determined by ELISA. The outlier is shown with an open symbol. (C) A correlation analysis between the serum GDF15 and
FGF21 levels was performed for the patients described above by use of IBM SPSS statistics. (D) The ROC curve analysis for GDF15 and FGF21was performed. Areas under the curves (AUC)
for GDF15 and FGF21 were 0.986 (95% CI 0.957-1.000) and 0.787 (95% CI 0.621-0.953), respectively.
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It is well known thatmitochondrial dysfunction is associatedwith the
pathology of various diseases such as Parkinson's disease, Alzheimer's
disease, diabetes, and aging (Exner et al., 2012; Lopez-Otin et al., 2013;
Martin and McGee, 2014). GDF15, which may reflect mitochondria dys-
function, could be a useful marker for those diseases and the aging pro-
cess. In support of this idea, the serum GDF15 level was reported to be
elevated under various pathological conditions such as cancers, cardio-
vascular diseases, diabetes, and obesity (Dostalova et al., 2009; Kempf
et al., 2007; Welsh et al., 2003); however, in most cases, it was not as
high as that observed in mitochondrial diseases. Recent cohort studies
also demonstrated that the serum GDF15 level is a novel predictor of
all-causemortality and is associatedwith cognitive performance and cog-
nitive decline (Fuchs et al., 2013;Wiklundet al., 2010).We thus anticipate
that GDF15 will attract more interest with respect to a variety of diseases
and aging associated with mitochondrial dysfunction.

In conclusion, we identified GDF15 as a novel serum marker for the
diagnosis of mitochondrial diseases and possibly both for monitoring
the disease status and progression and for evaluating the therapeutic ef-
ficacy of pyruvate. Large-scale clinical trials including combined use of
other markers such as FGF21 should confirm the clinical usefulness of
GDF15.
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□ CASE REPORT □

Multiple Deletions in Mitochondrial DNA in a Patient
with Progressive External Ophthalmoplegia,

Leukoencephalopathy and Hypogonadism

Yuko Ohnuki 1,2, Kazumi Takahashi 2,3, Eri Iijima 4, Wakoh Takahashi 4, Shingo Suzuki 1,
Yuki Ozaki 1, Ruriko Kitao 5, Masatoshi Mihara 5, Tadayuki Ishihara 5, Michiyo Nakamura 6,
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Takashi Shiina 1 and Shunya Takizawa 4

Abstract

Progressive external ophthalmoplegia (PEO) is one of a number of major types of mitochondrial disorders.
Most sporadic PEO patients have a heteroplasmic large deletion of mitochondrial DNA (mtDNA) in the mi-
tochondria in skeletal muscles. We herein analyzed mtDNA deletions using sub-cloning and Sanger sequenc-
ing of PCR products in a 31-year-old Japanese man with multiple symptoms, including PEO, muscle weak-
ness, hearing loss, leukoencephalopathy and hypogonadism. A large number of multiple deletions was de-
tected, as well as four kinds of deletion breakpoints identified in different locations, including m.3347_
12322, m.5818_13964, m.5829_13964 and m.5837_13503.

Key words: mitochondrial DNA (mtDNA), multiple deletion, progressive external ophthalmoplegia (PEO),
hypogonadism, leukoencephalopathy

(Intern Med 53: 1365-1369, 2014)
(DOI: 10.2169/internalmedicine.53.1320)

Introduction

Mitochondrial DNA (mtDNA) deletion syndromes com-
prise three major phenotypes: progressive external ophthal-
moplegia (PEO), Kearns-Sayre syndrome (KSS) and Pearson
syndrome. PEO is conventionally defined as progressive
limitation of eye movements with normal pupils and ptosis
of the eyelids. KSS is a multisystem disorder with the fol-
lowing symptoms: cardiac conduction block, pigmentary ret-
inopathy and PEO. Pearson syndrome is characterized by si-
deroblastic anemia and exocrine pancreas dysfunction and is
usually fatal in infancy. A few individuals with PEO have
other manifestations of KSS but do not fulfill all of the

clinical criteria for the diagnosis. This condition is called
“PEO plus” in GeneReviews at the GeneTests Medical Ge-
netics Information Resource (1). Most sporadic PEO patients
have a heteroplasmic large deletion of mtDNA in the mus-
cle. In patients with multiple mtDNA deletions, additional
clinical features may be present, such as sensory axonal
neuropathy, optic atrophy, ataxia, hypogonadism and parkin-
sonism (2, 3). Mutations in nuclear genes, such as POLG1
and POLG2 (DNA polymerase gamma) (4, 5), PEO1 (the
helicase Twinkle) (6) and SLC25A4 (other alias: ANT1, the
adenine nucleotide translocator) (7), have thus far been iden-
tified as driving multiple mtDNA deletion genes in PEO pa-
tients (2, 3). These proteins are involved in mtDNA replica-
tion and transcription, and their functional loss results in the
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Figure　1.　Brain MRI (FLAIR). (A-C) and (D) indicate MRI 
of axial and coronal sections, respectively. Symmetrical hyper-
intensity regions were observed in the bilateral cerebral white 
matter.

(A) (B)

(C) (D)

secondary accumulation of abnormal-sized mtDNA (3). In
this report, we identified breakpoints of mtDNA deletions
using sub-cloning and Sanger sequencing of polymerase
chain reaction (PCR) products in a 31-year-old Japanese
man with multiple symptoms, including PEO, muscle weak-
ness, hearing loss, leukoencephalopathy and hypogonadism.

Case Report

The patient was initially diagnosed with IgA nephropathy,
hypogonadism and hearing loss at 24 years of age. He no-
ticed double vision and a gait disturbance; these symptoms
gradually worsened at 30 years of age, and he was admitted
to our hospital at 31 years of age. The patient’s parents
were not consanguineous. He had a younger sister who ex-
hibited no symptoms. He had no family history of similar
symptoms. He was 170 cm in height and 49 kg in weight.
He had gynecomastia, bilateral ptosis and ophthalmoplegia
with restriction of adduction. He also had mild muscle
weakness in the limbs. Tendon reflexes were normal.

Laboratory examinations showed hypergonadotropic hy-
pogonadism (testosterone: 0.13 ng/mL, LH: 14.8 mIU/mL,
FSH: 6.14 mIU/mL). Although the serum lactate (12.6 mg/
dL) and pyruvate (0.6 mg/dL) levels were normal, the lac-
tate level was slightly elevated in the cerebral spinal fluid
(18.2 mg/dL, compared to a normal level of <18.0 mg/dL).
No aerobic exercise tests were performed. A chromosomal
analysis showed that the patient’s karyotype was 46,XY and
that he did not have Klinefelter syndrome. An X-ray film of
the chest showed a hilar shadow; however, there was not
enough evidence of sarcoidosis. Fluid attenuated inversion
recovery (FLAIR) brain magnetic resonance imaging (MRI)
sequences (Fig. 1) showed diffuse leukoencephalopathy af-
fecting both cerebral hemispheres, although the brain stem
and cerebellum were spared. Needle electromyography
(EMG) of the right first dorsal interosseous and right tibialis
anterior muscles was normal. The patient’s intelligence quo-
tient (IQ) according to the Wechsler Adult Intelligence Scale
III (WAIS-III) was estimated as follows: verbal IQ= 85, per-
formance IQ= 78 and full-scale IQ= 80. Muscle biopsy
specimens obtained from the left biceps showed brachii with
many ragged-red fibers on a modified Gomori-trichrome
stain (Fig. 2a, b). Succinate dehydrogenase (SDH) and cyto-
chrome c oxidase (COX) staining were also examined and a
COX deficiency was observed (Fig. 2c, d). Based on these
findings, the patient was diagnosed with ‘PEO plus;’ there-
fore, we decided to analyze his mtDNA in detail in order to
investigate and confirm the presence of multiple mtDNA de-
letions within the mitochondria.

DNA analysis and results

This study was approved by the ethics committee of
Tokai University School of Medicine (11I-17). Informed
consent was obtained from the patient and his mother to
perform the genetic studies.

Genomic DNA was extracted directly from muscle tissue

using the QIAamp DNA Investigator Kit (QIAGEN, Hilden,
Germany). Whole mtDNA fragments, excluding the dis-
placement loop (D-loop), were amplified via long-range
PCR. A new set of mtDNA primers was designed for the
conserved nucleotide sites provided by the GenBank data-
base (www.ncbi.nlm.nih.gov) and to amplify sequences be-
tween the 12S rRNA gene and the Cytochrome b gene (am-
plified size: 14,457 bp on mtDNA sequence (GenBank/
EMBL/DDBJ accession number: NC_012920) with the
sense primer (mtDNA-F1: 5’-CAGCAATGCAGCTCAAAA
CGCTTA-3’) and the anti-sense primer (mtDNA-R2: 5’-GG
CCTCGCCCGATGTGTAGGA-3’). The 20-μL amplification
reaction volume contained 10 ng of genomic DNA, one unit
of high-fidelity PrimeSTARⓇ GXL DNA Polymerase
(TaKaRa BIO Inc., Otsu, Japan), 5×PCR buffer, 2.5 mM of
each dNTP and 0.5 μM of each primer. The cycling parame-
ters were as follows: 35 cycles of 98℃/10 sec, 60℃/20 sec
and 68℃/15 min.

Based on our PCR analysis, we clearly detected evidence
of PCR products from muscle DNA with multiple deletions
within the mtDNAs in the electrophorese products. Namely,
we observed the 15-kb wild-type mtDNA, 7-kb and 7.5-kb
major deleted fragments and some minor deleted fragments
ranging from 6 kb to 9 kb in the patient’s genomic DNA
(Fig. 3). These deletions were not observed in the patient’s
peripheral blood cells or the DNA obtained from the skeletal
muscle and peripheral blood cells of control subjects.

In order to identify the breakpoints, we performed sub-
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Figure　2.　Biopsy specimen of the brachial biceps muscle stained with modified Gomori-trichrome 
staining (a, b). The arrow indicates so-called “ragged-red fibers.” (c) SDH (Succinate Dehydrogenase) 
staining (d) COX (Cytochrome Oxidase) staining; a COX deficiency is observed.

a b

c d

Figure　3.　A long-range PCR analysis of the patient’s 
mtDNA. The 15-kb fragments from nucleotide positions 767 to 
15050 were amplified via long-range PCR using total tissue 
DNA extracted from the skeletal muscle (Lane 1) and periph-
eral blood cells (Lane 3) of the patient. Lanes 2 and 4 show 
PCR fragments derived from control skeletal muscle and con-
trol peripheral blood cells, respectively. “M” indicates 1 kb in 
the DNA ladder.

M 1 2 3 4

10kb
8kb
6kb

Wild type

Major dele ons
Miner dele ons

Miner dele ons

cloning and Sanger sequencing of the deleted DNA frag-
ments. The targeted DNA fragments were isolated using a
QIAquick gel extraction kit (QIAGEN). Sub-cloning and

transformation of the fragments were performed according
to the manufacturer’s protocol for the TArget clone Kit
(TOYOBO, Osaka, Japan) and DH5α-competent cells
(TOYOBO). After sub-cloning, direct PCR was performed
using the following parameters: 35 cycles of 98℃/10 sec,
65℃/20 sec and 68℃/7 min. The nucleotide sequences ran-
domly selected nine subclones that were directly sequenced
using an ABI3130 genetic analyzer (Life Technologies,
Carlsbad, USA) in accordance with the protocol of the Big
Dye terminator method. We used various primers to detect
the sequence breakpoints of the deletions according to the
primer walking method (Table). The sequence-generated
chromatogram data were analyzed using the Sequencher ver.
4.10 DNA sequence assembly software program (Gene Code
Co., Ann Arbor, USA).

Using this procedure, four kinds of deletion breakpoints
were identified, including m.3347_12322 (1), m.5818_
13964 (2), m.5829_13964 (3) and m.5837_13503 (4), which
corresponded to 8,976-bp, 8,147-bp, 8,136-bp and 7,667-bp
deletions, respectively (Fig. 4). Of the nine PCR sub-clones,
six had m.3347_12322 (1), while the others had m.5818_
13964 (2), m.5829_13964 (3) and m.5837_13503 (4).
Hence, m.3347_12322 (1) was the most predominant dele-
tion type in this case. The deletion breakpoints did not occur
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Figure　4.　Locations of the mtDNA deletions. (1-4) indicate 
locations of four kinds of mtDNA deletions identified in this 
study such as m.3347_12322 (1), m.5818_13964 (2), 
m.5829_13964 (3), and m.5837_13503(4). Arrows indicate loca-
tions of long ranged PCR primers; mt-F1(mt.767_790) and mt-
R2 (mt.15030_15050).

NC_012920(1)

(2)(3)(4)
Cyt B

ND6

ND5

ND4

ND3

COX3

ATP6
COX2

COX1

ND2

ND1

16S rRNA

12S rRNA

D-loop

mt-R2
mt-F1Table.　Primer List for Primer Walking Method of Sanger 

Direct-sequencing

Primer name Location Primer seqeunce (5' to 3')
mt-F1 mt.767_790 CAGCAATGCAGCTCAAAACGCTTA
mt-F2 mt.761_781 AGCACGCAGCAATGCAGCTCA
mt-F3 mt.858_881 CTATACTAACCCCAGGGTTGGTCA
mt-F4 mt.806_829 CACGGGAAACAGCAGTGATTAACC
mt-F5 mt.1345_1368 GAGGTGGCAAGAAATGGGCTACAT
mt-F6 mt.1764_1787 CCTGGCGCAATAGATATAGTACCG
mt-F7 mt.2250_2273 CACTCCTCACACCCAATTGGACCA
mt-F8 mt.2718_2741 CGAGAAGACCCTATGGAGCTTTAA
mt-F9 mt.3230_3253 GTTAAGATGGCAGAGCCCGGTAAT
mt-F10 mt.3649_3672 TCAATCCTCTGATCAGGGTGAGCA
mt-F11 mt.4179_4202 AAACTTCCTACCACTCACCCTAGC
mt-F12 mt.4526_4549 CACAGCGCTAAGCTCGCACTGATT
mt-R1 mt.15200_15223 GTCTGTCCCAATGTATGGGATGGC
mt-R2 mt.15030_15050 GGCCTCGCCCGATGTGTAGGA
mt-R3 mt.14978_15001 ATTGGCGTGAAGGTAGCGGATGAT
mt-R4 mt.14903_14926 TGAGGCGTCTGGTGAGTAGTGCAT
mt-R5 mt.14438_14461 AGCGATGGCTATTGAGGAGTATCC
mt-R6 mt.13985_14008 GTCAGGTTAGGTCTAGGAGGAGTA
mt-R7 mt.13538_13561 GGGCTCAGGCGTTTGTGTATGATA
mt-R8 mt.13069_13092 TATAGTGCTTGAGTGGAGTAGGGC
mt-R9 mt.12733_12756 CAGTTGGAATAGGTTGTTAGCGGT
mt-R10 mt.12345_12368 GTTAGGGTGGTTATAGTAGTGTGC
mt-R11 mt.12009_12032 TGTTAATGTGGTGGGTGAGTGAGC
mt-R12 mt.11633_11656 TGTTACTACGAGGGCTATGTGGCT

within the repeated sequences.

Discussion

Progressive external syndrome (PEO) is a mitochondrial
myopathy associated with ptosis, ophthalmoplegia and vari-
ably proximal limb weakness. PEO is almost never inher-
ited, suggesting that this disorder is caused by de novo
mtDNA deletions that occur in the mother’s oocytes during
germline development or in the embryo during embryogene-
sis (1). Chen et al. (8) showed that the “common deletion”
(m.8470_13446del4977) accounts for 0.01-0.1% of the ap-
proximately 150,000 copies of mtDNAs in the human oo-
cyte (8). Even if mtDNA deletions were present in human
oocytes, a small mitochondrial bottleneck would eventually
effectively filter out these deletions. On rare occasions, a
“deleted” mtDNA may slip through the ancestral line. On
the other hand, many familial cases have been reported with
multiple deletions of mtDNA. Most patients suffer from
PEO and may have nuclear genetic defects, with the accu-
mulation of mtDNA deletions (9). These nuclear genes are
known to play important roles in controlling mtDNA syn-
thesis and maintenance. However, no mutations were de-
tected in POLG and PEO1 that are known to be nuclear
genes affecting mtDNA deletions (data not shown).

Multiple mtDNA deletions are associated with many clini-
cal phenotypes (9), including cardiomyopathy, recurrent
myoglobinuria, ataxia plus ketoacidotic coma, multiple sym-
metric lipomatosis, myoclonus epilepsy with ragged red fi-
bers and myopathy with multisystemic features except

PEO (9). We herein described a patient suffering from PEO,
muscle weakness, hearing loss, leukoencephalopathy and hy-
pogonadism. There are few previous case reports of patients
with hypogonadism associated with PEO.

Luoma et al. (3) reported four families that were diag-
nosed with PEO in addition to premature menopause and
parkinsonism. The authors recorded mutations in POLG in
all of the families. In one of the families, the affected men
exhibited testicular atrophy (3). These facts point to a defect
in steroidogenesis, in which mitochondria play a role in
regulating the serum steroid hormone concentrations (3, 10).
Melberg et al. (11) also reported a family with autosomal
dominant PEO and hypogonadism.

In the present case history, we followed the patient’s
symptoms for almost six years to eventually diagnose him
with hypogonadism preceded by ptosis and ophthalmople-
gia. Therefore, clinicians should take into consideration hy-
pogonadism as a symptom of mitochondrial disorders, in-
cluding PEO. Furthermore, multiple symptoms associated
with PEO may be caused by nuclear genetic defects stem-
ming from multiple mtDNA deletions that may be transmit-
ted via Mendelian inheritance, which must be explained to
patients and their families.

The authors state that they have no Conflict of Interest (COI).
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Mitochondrial respiratory dysfunction disturbs
neuronal and cardiac lineage commitment of
human iPSCs

Mutsumi Yokota1,2, Hideyuki Hatakeyama*,1,2, Yasuha Ono1, Miyuki Kanazawa3 and Yu-ichi Goto*,1,2,3

Mitochondrial diseases are genetically heterogeneous and present a broad clinical spectrum among patients; in most cases,
genetic determinants of mitochondrial diseases are heteroplasmic mitochondrial DNA (mtDNA) mutations. However, it is uncertain
whether and how heteroplasmic mtDNA mutations affect particular cellular fate-determination processes, which are closely
associated with the cell-type-specific pathophysiology of mitochondrial diseases. In this study, we established two isogenic
induced pluripotent stem cell (iPSC) lines each carrying different proportions of a heteroplasmic m.3243A4G mutation from the
same patient; one exhibited apparently normal and the other showed most likely impaired mitochondrial respiratory function. Low
proportions of m.3243A4G exhibited no apparent molecular pathogenic influence on directed differentiation into neurons and
cardiomyocytes, whereas high proportions of m.3243A4G showed both induced neuronal cell death and inhibited cardiac lineage
commitment. Such neuronal and cardiac maturation defects were also confirmed using another patient-derived iPSC line carrying
quite high proportion of m.3243A4G. In conclusion, mitochondrial respiratory dysfunction strongly inhibits maturation and
survival of iPSC-derived neurons and cardiomyocytes; our presenting data also suggest that appropriate mitochondrial maturation
actually contributes to cellular fate-determination processes during development.
Cell Death and Disease (2017) 8, e2551; doi:10.1038/cddis.2016.484; published online 12 January 2017

Mitochondria possess multiple copies of their own genome
(mitochondrial DNA; mtDNA) and play some crucial roles in
cellular energy metabolism. From the viewpoint of develop-
mental biology, several recent studies have clearly indicated
that mitochondria are functionally and morphologically reor-
ganized for adaptation to an embryonic stem cell (ESC)-like
intracellular environment during induced pluripotent stem cell
(iPSC) generation.1–6 Moreover, mtDNA haplogroups (i.e.,
genetic population groups that share a common ancestor),
which are known to be associated with various phenotypes
(e.g., disease susceptibility, environmental adaptation or
aging), also affect their intrinsic gene expression signatures
involved in pluripotency, differentiation, DNA methylation
and mitochondrial energy metabolism.7 Thus, appropriate
mitochondrial rejuvenation or maturation may be one impor-
tant step for bona fide cellular reprogramming or differentia-
tion, as well as for epigenetic modification or resetting in
nuclear DNA.
Most parts of pathogenic mutations in mtDNA-specific tRNA

genes responsible for various types of mitochondrial diseases
have been reported as heteroplasmy (i.e., wild-type mtDNA
and mutant mtDNA coexist within a single cell), and induced
mitochondrial dysfunction emerges only when mutation ratios
of mtDNA exceed their intrinsic pathogenic thresholds at a
cellular level.8 Mitochondrial diseases caused by hetero-
plasmic mtDNA mutations present a wide variety of affected

tissues and organs (e.g., central nervous system or cardio-
vascular system) among patients,9,10 probably due
to variations in mutant mtDNA proportions at each tissue
and organ level. Therefore, disease-relevant iPSCs carrying
heteroplasmic mtDNA mutations will greatly help us to open
new avenues for studying the patient-specific definitive
genotype–phenotype relationship of affected tissues and
organs in mitochondrial diseases.11 In fact, several groups
and we have reported the generation and the application of
patient-derived iPSCs carrying various heteroplasmic mtDNA
mutations toward in vitro human mitochondrial disease
modeling;12–18 however, it remains uncertain whether and
how such heteroplasmic mtDNA mutations affect particular
cellular fate-determination processes during development.
Recently, we also demonstrated that mitochondrial respiratory
dysfunction caused by a heteroplasmic m.3243 A4G muta-
tion inMT-TL1 gene,19 which is themost representativemutant
mtDNA, strongly inhibits cellular reprogramming but does not
affect maintenance of the pluripotent state.20 Our findings may
indicate that the degree of the molecular pathogenic influence
of heteroplasmic mtDNA mutations actually changes during
cellular lineage-commitment processes along with the degree
of functional maturation in mitochondria.
In this study, we established two isogenic iPSC lines

carrying different proportions of m.3243 A4G from the same
patient; one exhibited apparently normal and the other showed
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most likely impaired mitochondrial respiratory function. Using
these isogenic iPSC lines, we demonstrated that induced
mitochondrial respiratory dysfunction triggered by high pro-
portions of m.3243 A4G strongly inhibits maturation and
survival of iPSC-derived neurons and cardiomyocytes. Such
in vitro neuronal and cardiac maturation defects were also
confirmed by using another patient-derived iPSC line carrying
quite high proportion of m.3243 A4G. Our presenting data
therefore demonstrate that isogenic iPSC lines with different
proportions of m.3243 A4G would make enormous contribu-
tions as in vitro human cellular disease models to greatly
facilitate iPSC-based drug discovery and regenerative ther-
apeutics in mitochondrial diseases.

Results

Generation of patient-derived isogenic iPSC lines
carrying different proportions of m.3243A4G. First, we
generated two isogenic iPSC lines from the same patient,
each of which possessed different proportions of m.3243A4G
(approximately 40 and 90% proportions of mutant mtDNA;
denoted as P1-3243[40] and P1-3243[90], respectively).
We also established two additional iPSC lines, each of
which were derived from healthy control subject (denoted
as Control) and from another patient carrying over 90%
proportion of m.3243A4G (denoted as P2-3243[490]),
respectively. We have previously reported that the molecular
pathogenic threshold level of m.3243A4G with regard to
mitochondrial respiratory function is ~ 90% in patient-derived
clonal fibroblasts.20 We confirmed that no marked difference
was observed between all iPSC lines with regard to ESC-like
pluripotent characteristics such as pluripotency markers
expression and embryoid body (EB)-mediated in vitro spon-
taneous differentiation into three germ layers (Figures 1a and
b), in addition to pluripotency genes expression and silenced
transgenes expression (Supplementary Figures S1A and B).
Genetic identity of these isogenic iPSC lines was also verified
by analysis of short tandem repeat variations (Figure 1c). We
measured the overall mitochondrial respiration profile of
all iPSC lines by a flux analyzer. Although no statistical
significance was observed between two isogenic iPSC lines
(P1-3243[40] and P1-3243[90]), mitochondrial energy meta-
bolic potentials (e.g., basal respiration and ATP production) of
P1-3243[90] iPSC line were both lower than those of P1-3243
[40] iPSC line (Figure 1d). We further analyzed enzymatic
activities of mitochondrial respiratory chain complexes in all
iPSC lines. In fact, mitochondrial respiratory chain complex I
activity was significantly suppressed by over 90% proportion
of m.3243A4G (P2-3243[490] vs Control), whereas mito-
chondrial respiratory chain complex IV activity was appar-
ently unaffected in all iPSC lines (Figure 1e). Although no
statistical significance was observed between two isogenic
iPSC lines (P1-3243[40] and P1-3243[90]), mitochondrial
respiratory chain complex I activity of P1-3243[90] iPSC line
was actually lower than that of P1-3243[40] iPSC line. We
also randomly selected several iPSC colonies from each
patient-derived iPSC line to determine m.3243A4G propor-
tions at each single-iPSC-colony level and found no
significant segregation in m.3243A4G proportions during

self-renewal of iPSCs throughout this study (i.e., at least 5–10
passages in culture of each iPSC line) (Figure 1f). We
therefore concluded that two isogenic iPSC lines with
different proportions of m.3243 A4G from the same patient
(P1-3243[40] and P1-3243[90]) were successfully estab-
lished; one exhibited apparently normal and the other
showed most likely impaired mitochondrial respiratory
function.

Inhibited cardiac maturation triggered by exceeding
the pathogenic threshold level of m.3243A4G. Next, we
asked whether and how heteroplasmy levels of m.3243A4G
affect cardiac maturation (Figure 2a). Using Control iPSC
line, we confirmed the successful specification into cTNT-
positive beating cardiomyocytes. P1-3243[90] iPSC line,
which exhibited most likely impaired mitochondrial respiratory
function, was also able to differentiate into beating cardio-
myocytes expressing the representative cardiac lineage
marker of cTNT similarly to those of isogenic P1-3243[40]
iPSC line; in contrast, no beating cardiomyocytes were
obtained from P2-3243[490] iPSC line, which exhibited
impaired mitochondrial respiratory function (Figures 2b–d
and Supplementary Movies S1–S3). Of note, no marked
difference was observed during the time course of cardiac
induction between these iPSC lines (see also Figure 2b).
Interestingly, however, all cardiomyocytes derived from P1-
3243[90] iPSC line possessed less than 90% proportions
of m.3243 A4G (Figure 2e). To confirm the molecular
pathogenic influence of m.3243A4G on cardiac lineage
commitment, we measured mitochondrial respiratory function
of iPSC-derived cardiomyocytes by a flux analyzer; as
expected, cardiomyocytes derived from P1-3243[90] iPSC
line, all of which exhibited below the molecular pathogenic
threshold level of m.3243A4G, showed apparently normal
mitochondrial respiration profile and mitochondrial energy
metabolic potentials (e.g., basal respiration and ATP produc-
tion) similarly to those derived from P1-3243[40] iPSC line
(Figure 2f). In addition, we found that one out of five iPSC-
derived cardiomyocytes showed a significant decrease in
m.3243A4G heteroplasmy level (approximately 60% propor-
tion of mutant mtDNA) when compared with the distributions
of m.3243A4G heteroplasmy levels in the parental P1-3243
[90] iPSC line (77–92% proportions of mutant mtDNA) (see
also Figure 2e). We also added mtDNA copy number
analysis for iPSC-derived cardiomyocytes and their parental
iPSCs. Cardiomyocytes derived from two isogenic iPSC lines
(P1-3243[40] and P1-3243[90]) had more mtDNA copies per
cell than those in the parental iPSCs; however, no significant
difference in mtDNA copy number was observed between
two isogenic iPSC lines (P1-3243[40] and P1-3243[90]), or
among their iPSC-derived cardiomyocytes (Supplementary
Figure S2). We therefore concluded that mitochondrial
respiratory dysfunction caused by exceeding the pathogenic
threshold level of m.3243A4G induced cardiac maturation
defects.

Induced neuronal cell death triggered by exceeding the
pathogenic threshold level of m.3243A4G. We then
differentiated these iPSC lines into neurons using our
stepwise induction method to clarify whether and how
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Figure 1 Generation of patient-derived isogenic iPSC lines carrying different proportions of m.3243A4G. (a) Representative images of the established iPSC lines; OCT4
(red), NANOG (red), TRA-1-60 (green) and TRA-1-81 (green). Electropherogram of heteroplasmic m.3243A4G mutation in each iPSC line was also shown. Arrowheads
indicate m.3243A4G. (b) Representative images of the embryoid body (EB)-mediated in vitro spontaneous differentiation; TUJ1 (ectoderm, red), αSMA (mesoderm, red) and
AFP (endoderm, red). (c) Representative images of STR variations (4 out of 16 genetic loci analyzed) demonstrated that isogenic iPSC lines carrying different proportions of
m.3243A4G (P1-3243[40] and P1-3243[90]) shared the same nuclear DNA genetic background. (d) Mitochondrial respiratory function of patient-derived iPSC lines. Oxygen
consumption rate (OCR) of each iPSC line was measured by a flux analyzer. Biological replicates of each iPSC line used were as follows: Control (n= 5), P1-3243[40] (n= 3),
P1-3243[90] (n= 5), P2-3243[490] (n= 4). Statistical significance was evaluated by unpaired, two-tailed t-test. NS, not significant. (e) Mitochondrial respiratory chain complexes
activity of patient-derived iPSC lines. Three biological replicates of each iPSC line were used for the measurements. Statistical significance was evaluated by unpaired, two-tailed
t-test. *Po0.05, NS, not significant. (f) Time-dependent changes in the distributions of m.3243A4G proportions in patient-derived iPSC line at each single-iPSC-colony level.
Statistical significance was evaluated by unpaired, two-tailed t-test. NS, not significant
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heteroplasmy levels of m.3243 A4G also affect neuronal
maturation (Figure 3a). Using Control iPSC line, we
confirmed that our neuronal induction protocol showed highly
efficient neural stem cell (NSC) specification and neuronal
differentiation (Figure 3b). Although P1-3243[40] iPSC line
showed no apparent influence of m.3243 A4G on directed
differentiation into TUJ1-positive neurons similarly to that of
Control iPSC line, two other iPSC lines carrying high
proportions of m.3243 A4G (P1-3243[90] and P2-3243
[490]) showed induced cell death during neuronal lineage
commitment; in particular, poorly surviving neurons in P1-
3243[90] iPSC line, which exhibited most likely impaired
mitochondrial respiratory function, and no living neurons in

P2-3243[490] iPSC line, which exhibited impaired mitochon-
drial respiratory function, were observed, respectively
(Figures 3c and d). We also evaluated the completely
detached and collapsed neurospheres in P2-3243[490]
iPSC line as 'dead' in this experiment (see also Figure 3c).
Of note, no cell death was observed during NSC specification
and expansion in these iPSC lines, suggesting that
m.3243 A4G has minimal molecular pathogenic influence
on NSCs. Focusing on P1-3243[90] iPSC line, m.3243 A4G
heteroplasmy levels were significantly higher in 'dead'
neurospheres (86±12% proportions of mutant mtDNA) than
those in 'survival' neurons (73± 17% proportions of mutant
mtDNA) with statistical significance (Figure 3e). To confirm

Figure 2 Induced cardiac maturation defects triggered by exceeding the pathogenic threshold level of m.3243A4G. (a) Experimental design used to identify the molecular
pathogenic influence of m.3243A4G on cardiac differentiation. (b) Representative images of cardiomyocytes derived from each patient-derived iPSC line; cTNT (red). Cell nuclei
were co-stained with Hoechst 33342 (blue). No cTNT-positive cardiomyocytes were observed in P2-3243[490] iPSC line. (c) Total number of beating aggregates after cardiac
differentiation in each patient-derived iPSC line. Cardiac induction was independently performed three times, and data were gathered for graph preparation. ND, not detected.
(d) Beating frequency of cardiomyocytes derived from each patient-derived iPSC line. Statistical significance was evaluated by unpaired, two-tailed t-test. NS, not significant.
Representative movies of beating cardiomyocytes derived from each patient-derived iPSC line were also shown in Supplementary Movies S1–S3, respectively. (e) The
distributions of m.3243A4G proportions in cardiomyocytes derived from patient-derived iPSC lines. Immunostained cells were collected for further mtDNA mutation analysis.
ND, not detected. (f) Relationship between the distributions of m.3243A4G proportions and mitochondrial respiratory function in cardiomyocytes derived from patient-derived
isogenic iPSC lines. Oxygen consumption rate (OCR) of beating cardiomyocytes was measured by a flux analyzer. The proportions of m.3243A4G in cardiomyocytes were
determined after biochemical measurement. Biological replicates of beating cardiomyocytes used were as follows: P1-3243[40] (n= 4), P1-3243[90] (n= 4). Statistical
significance was evaluated by unpaired, two-tailed t-test. NS, not significant
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the molecular pathogenic influence of m.3243 A4G on
neuronal lineage commitment, we measured mitochondrial
respiratory function of iPSC-derived 'survival' neurons by a
flux analyzer; similarly to the case of iPSC-derived cardio-
myocytes, 'survival' neurons derived from P1-3243[90] iPSC
line, all of which possessed less than 90% proportions of
m.3243 A4G, showed apparently normal mitochondrial
respiration profile and mitochondrial energy metabolic poten-
tials (e.g., basal respiration and ATP production) similarly to

those derived from P1-3243[40] iPSC line (Figure 3f). More
remarkable than the case of cardiac lineage commitment,
some iPSC-derived 'survival' neurons also showed drastic
decreases in m.3243 A4G heteroplasmy levels (i.e., 5 out of
15 neurons exhibited less than 70% proportions of mutant
mtDNA) when compared with the distributions of
m.3243 A4G heteroplasmy levels in the parental P1-3243
[90] iPSC line (77–92% proportions of mutant mtDNA) (see
also Figure 3e), suggesting that mutant mtDNA segregation

Figure 3 Induced neuronal cell death triggered by exceeding the pathogenic threshold level of m.3243A4G. (a) Experimental design used to identify the molecular
pathogenic influence of m.3243A4G on neuronal differentiation. (b) Representative images of successive differentiation into neurons via neural stem cell (NSC) specification and
expansion using Control iPSC line; SOX2 (red), Nestin (green), TUJ1 (red). Cell nuclei were co-stained with Hoechst 33342 (blue). (c) Representative images of neurons derived
from each patient-derived iPSC line; TUJ1 (red). Cell nuclei were co-stained with Hoechst 33342 (blue). Representative image of induced neuronal cell death during neuronal
differentiation in P2-3243[490] iPSC line was also shown. (d) Induced neuronal cell death, but stable NSC specification and expansion, in two patient-derived iPSC lines carrying
high m.3243A4G proportions (P1-3243[90] and P2-3243[490]). Neuronal differentiation was independently performed three times, and data were gathered for graph
preparation. (e) The distributions of m.3243A4G proportions in neurons derived from patient-derived iPSC lines. Immunostained 'survival' cells and spontaneously detached
'dead' neurospheres were collected for further mtDNA mutation analysis. Notably, 2 out of 34 neurospheres derived from P1-3243[40] iPSC line were detached from culture
surfaces just before immunostaining (see also d). Therefore, we evaluated these detached neurospheres as 'dead' in this experiment. Statistical significance was evaluated by
unpaired, two-tailed t-test. *Po0.05, NS, not significant; ND, not detected. (f) Relationship between the distributions of m.3243A4G proportions and mitochondrial respiratory
function in neurons derived from patient-derived isogenic iPSC lines. Oxygen consumption rate (OCR) of neurons was measured by a flux analyzer. The proportions of
m.3243A4G in neurons were determined after biochemical measurement. Biological replicates of neurons used were as follows: P1-3243[40] (n= 4), P1-3243[90] (n= 13).
Statistical significance was evaluated by unpaired, two-tailed t-test. NS, not significant
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may occur in some cell populations during neuronal matura-
tion process in a stochastic manner. We further prepared
other lines of iPSC-derived neurons from the parental
P1-3243[90] iPSC line to experimentally reproduce such
mutant mtDNA segregation behavior and to clarify the
relationship between the segregation of m.3243 A4G hetero-
plasmy levels and the changes in mtDNA copy number.
Unfortunately, however, no significant segregation of
m.3243 A4G heteroplasmy levels was observed during the
repetitive neuronal differentiation assays. In contrast to the case
of iPSC-derived cardiomyocytes, 'survival' neurons derived
from two isogenic iPSC lines (P1-3243[40] and P1-3243[90])
possessed less mtDNA copies per cell than those in the
parental iPSCs; however, no significant difference in mtDNA
copy number was observed between two isogenic iPSC lines
(P1-3243[40] and P1-3243[90]), or among their iPSC-derived
neurons (Supplementary Figure S3). We therefore concluded
that mitochondrial respiratory dysfunction caused by exceeding
the pathogenic threshold level of m.3243A4G also induced
neuronal cell death; this phenomenon is similar to, but more
pronounced than, that in cardiac lineage.

Neuronal maturation defect was also recapitulated by
using mtDNA-depleted neuroblastoma cells. We further
addressed whether severe mitochondrial respiratory dys-
function, which is triggered by mtDNA depletion, is also
able to recapitulate neuronal maturation defect and even
neuronal cell death during neuronal lineage commitment. We
used SH-SY5Y neuroblastoma cell line (SH-SY5Y WT) to
prepare its mtDNA-depleted cell line (SH-SY5Y ρ0) and to
differentiate both neuroblastoma cell lines into neurons
(Figure 4a). We confirmed, in advance, that SH-SY5Y
ρ0 line showed severe mitochondrial respiratory dysfunction
triggered by mtDNA depletion (Figure 4b). In fact, cytochem-
ical staining of cytochrome c oxidase (COX), an indicator
of mitochondrial respiration activity, also indicated that
SH-SY5Y WT line showed strongly COX-positive, whereas
SH-SY5Y ρ0 line showed COX-negative (Figure 4d). As
we expected, neuronal maturation was markedly suppressed
by severe mitochondrial respiratory dysfunction triggered
by mtDNA depletion, and in some cells, induced neuronal
cell death was also observed in SH-SY5Y ρ0 line during
neuronal lineage commitment (Figure 4c and Supplementary
Movies S4 and S5) with similar trend to iPSC-derived
neurons carrying high proportions of m.3243 A4G. In this
case, the remaining 'survival' neurons in SH-SY5Y ρ0 line
were COX-negative (Figure 4d). Although neuroblastoma
cells have several distinct genetic, epigenetic and energy
metabolic properties from iPSCs, we concluded that mito-
chondrial respiratory dysfunction caused by defective mtDNA
with various mutation types actually induced neuronal
maturation defect and even neuronal cell death in vitro.

Discussion

In this study, we generated two isogenic iPSC lines from the
same patient; one exhibited apparently normal and the other
showed most likely impaired mitochondrial respiratory func-
tion. Using these isogenic iPSC lines, our lineage-specific
directed differentiation methods demonstrated that induced

mitochondrial respiratory dysfunction triggered by high pro-
portions of m.3243 A4G strongly inhibits maturation and
survival of iPSC-derived neurons and cardiomyocytes. Such
in vitro maturation defects in both neuronal and cardiac
lineages were also confirmed using another patient-derived
iPSC line carrying over 90% proportion of m.3243 A4G. In
addition to our results, Hämäläinen et al.15 reported the
pathogenic influences of a heteroplasmic m.3243 A4G
mutation on neuronal differentiation; briefly, their established
patient-origin iPSC-derived neurons carrying approximately
80–85% proportions of m.3243 A4G exhibited specific down-
regulation of mitochondrial respiratory chain complex I at both
transcript and protein levels and showed accelerated mito-
phagy via the PARKIN–PINK1 pathway, probably due to
clearance of damaged mitochondria for further neuronal
differentiation and maturation. Taking these previous findings
with our presenting data, we propose that appropriate
mitochondrial rejuvenation or maturation must be required
for bona fide cellular reprogramming or differentiation, and the
degree of molecular pathogenic influence of mutant mtDNA
actually determines the severity of the cell-type-specific
disease phenotypes in vitro, including the differentiation
efficiency into particular cell types (Figure 5).
As we noted above, severe mitochondrial respiratory

dysfunction strongly induces neuronal cell death in vitro;
however, most parts of mitochondrial disease patients
carrying mutant mtDNA undergo normal brain development
in vivo before symptomatic appearance. What is the crucial
difference between iPSC-based in vitro cellular disease
phenotypes and in vivo clinical symptoms? Some previous
molecular neuropathological studies using postmortem brain
of mitochondrial disease patients found that neuronal cells
carrying higher proportions of mutant mtDNA frequently
remained in some patients’ cerebellar lesions (e.g., dentate
nucleus neurons, olivary neurons and Purkinje cells).21,22

These findings suggest that neuronal cell death does not
always correlate with mutant mtDNA proportions, leading to
the discrepancy between our iPSC-based in vitro recapitula-
tion of neuronal development and in vivo brain pathology of
mitochondrial disease patients. With regard to this discre-
pancy, it is hypothesized that physiological and physical
interaction with other non-neuronal cell types in the brain (e.g.,
astrocytes) may strongly enhance maturation and long-term
survival of neurons having damaged mitochondria. Astrocytes
are known to play a role as an energy supplier to neurons
through the release of lactate;23 for example, a co-culture
system with astrocytes is generally used for accelerated
functional maturation and long-term survival of neurons
in vitro. Moreover, the predominant energy metabolic system
in astrocytes is glycolysis, while that in neurons is mitochon-
drial respiration,23 suggesting no apparent influence of
mitochondrial respiration defects on physiological function
in astrocytes to support neurons. In fact, we displayed the
successive observation of TUJ1-positive neurons derived
from P2-3243[490] iPSC line through EB-mediated in vitro
spontaneous differentiation, and even this iPSC line did not
produce neurons using the directed neuronal differentiation
method. On the other hand, aberrant early embryogenesis
was reported using fertilized eggs derived from a female
mito-mouse carrying 70% proportion of 4696- bp mtDNA
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Figure 4 mtDNA-depleted neuroblastoma cells recapitulate neuronal maturation defect and even neuronal cell death during neuronal lineage commitment. (a) Experimental
design used to identify whether mtDNA-depleted neuroblastoma cells recapitulate neuronal maturation defect and even neuronal cell death during neuronal lineage commitment.
(b) Mitochondrial respiratory chain complexes activity of neuroblastoma cell lines. Three biological replicates of SH-SY5YWTand SH-SY5Y ρ0 were used for the measurements.
Statistical significance was evaluated by unpaired, two-tailed t-test. **Po0.01, ***Po0.001. (c) Representative images of neurons derived from SH-SY5Y WTand SH-SY5Y ρ0;
NF-H (red). Marked neuronal cell death in SH-SY5Y ρ0 was also observed at day 8. Representative movies of differentiating neurons derived from SH-SY5Y WTand SH-SY5Y
ρ0 were also shown in Supplementary Movies S4 and S5, respectively. (d) Representative images of cytochemical COX staining for undifferentiated and differentiated SH-SY5Y
WTand SH-SY5Y ρ0; COX (brown). Cell nuclei were co-stained with hematoxylin (purple). Both samples of SH-SY5Y WTand SH-SY5Y ρ0 were stained simultaneously for the
same period
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deletion;24 this mouse mutant mtDNA exhibited the intrinsic
pathogenic threshold level (60–80% proportions of mutant
mtDNA) in relation to mitochondrial respiratory function, which
was confirmed by in vitro biochemical analysis using trans-
mitochondrial cellular systems and by in vivo phenotypic
analysis using several lines of mito-mice.25 Although there are
some experimental differences between their findings and our
presenting data (iPSC-based human model vs mouse model,
mtDNA point mutation vs mtDNA partial deletion, etc.), the
defective in vitro differentiation into particular cell types
triggered by severely impaired mitochondrial respiration may
be suggestive of such in vivo embryonic lethality.
Mitochondrial diseases present a broad clinical spectrum

even among patients carrying the same heteroplasmic
mtDNA mutations (e.g., variations in age of onset, in affected
tissues and organs, or in disease progression and pheno-
typic severity), and vice versa, different mtDNA mutations
share similar clinical features in mitochondrial diseases.
Such clinical phenotypic diversity frequently makes us
complicated to understand the overall pathology of mitochon-
drial diseases; therefore, curable treatments have yet to be
established. Thus, our established isogenic iPSC lines from
the same mitochondrial disease patient exhibiting either
apparently normal or impaired mitochondrial respiratory
function must be promising tools not only to recapitulate
tissue- and organ-specific disease phenotypes but also to
efficiently explore candidate chemical compounds (i) that
ameliorate mitochondrial respiratory dysfunction or (ii) that
induce reduced mutant mtDNA proportions. We believe
that our presenting data display new insights not only into
understanding how mitochondrial respiratory dysfunction

triggered by heteroplasmic mtDNA mutations influences
cellular fate-determining processes but also into facilitating
the applications in future iPSC-based drug discovery and
regenerative therapeutics in mitochondrial diseases.

Materials and Methods
Patients. This study was approved by NCNP Institutional Review Board and was
stringently conducted in accordance with the ethical principles of the 'Declaration of
Helsinki'. Patient biopsy was performed for diagnostic purposes only after we
received written informed consent with permission to study patient-derived iPSCs.

Fibroblast culture. Primary fibroblasts were established from patient-derived
skin biopsies via a standard protocol. Patient-derived fibroblasts were maintained
in DMEM/F12 (Gibco, Waltham, MA, USA) supplemented with 10% FBS (Gibco),
100 units/ml penicillin (Gibco), 100 μg/ml streptomycin (Gibco) at 37 °C under
humidified atmosphere of 5% CO2. Culture medium was changed every 3 days.
During establishment of primary fibroblasts, 0.5 μg/ml MC210 (DS Pharm, Osaka,
Japan) as a mycoplasmacidal reagent and 2.5 μg/ml fungizone (Gibco) as a
fungicidal reagent were also added to culture medium.

Generation of patient-derived iPSCs with episomal vector.
Patient-derived iPSCs were generated using episomal vectors as described
elsewhere26 with modifications: briefly, each 1 μg of episomal plasmid vectors
(Plasmid #27077, #27078, #27080; Addgene, Cambridge, MA, USA) were
electroporated into patient-derived myoblasts (5 × 105 cells) with an electroporator
(Neon; Invitrogen, Waltham, MA, USA). Transformed patient-derived myoblasts
(1 × 105 cells) were reseeded onto mouse embryonic fibroblasts (MEF; ReproCELL,
Yokohama, Japan) 4 days after electroporation. The next day, culture medium was
replaced with primate ESC culture medium (ReproCELL) supplemented with 10 ng/
ml bFGF (ReproCELL), 100 units/ml penicillin (Gibco), 100 μg/ml streptomycin
(Gibco) and transformed patient-derived myoblasts were maintained at 37 °C under
humidified atmosphere of 5% CO2. Culture medium was changed every other day.
Emergent colonies with ESC-like morphology were manually picked up to establish
patient-derived iPSCs, and these iPSCs were expanded either on MEF-seeded
dishes in primate ESC culture medium or on Geltrex (Gibco)-coated dishes in
mTeSR1 medium (StemCell Technologies, Vancouver, BC, Canada) supplemented
with 100 units/ml penicillin (Gibco) and 100 μg/ml streptomycin (Gibco) for long-
term maintenance. Culture medium was changed daily.
To evaluate the distributions of m.3243 A4G proportions in each patient-derived

iPSC line, we randomly picked up several iPSC colonies from each patient-derived
iPSC line to extract DNA for determination of m.3243 A4G proportions at each
single-iPSC-colony level.

Characterization of patient-derived iPSCs. Characterization of patient-
derived iPSCs via detection of pluripotency markers was performed according to our
previous report:17 Briefly, cultured and harvested patient-derived iPSCs were
transferred onto MEF-seeded multi-well culture plates and were maintained in
primate ESC culture medium at 37 °C under humidified atmosphere of 5% CO2.
Culture medium was changed daily. After 3 days in culture, patient-derived iPSCs
were characterized by standard immunocytochemical protocol. Fluorophore-
conjugated primary antibodies used were as follows: Cy3-conjugated anti-OCT4
(1:100 dilution; Millipore, Billerica, MA, USA), Cy3-conjugated anti-NANOG
(1:100 dilution; Millipore), AlexaFluor 488-conjugated anti-TRA-1-60 (1:100 dilution;
Millipore), AlexaFluor 488-conjugated anti-TRA-1-81 (1:100 dilution; Millipore). Stained
samples were observed under a fluorescent microscope (IX71 System; Olympus,
Tokyo, Japan).
in vitro spontaneous differentiation of patient-derived iPSCs into EB-mediated

three germ layers was also performed according to our previous report:17 Briefly,
cultured and harvested patient-derived iPSCs were transferred onto ultra-low-
adherent culture dishes (HydroCell; CellSeed, Tokyo, Japan) and were maintained in
primate ESC culture medium without bFGF at 37 °C under humidified atmosphere of
5% CO2. Culture medium was changed every other day. After 7 days in floating
culture, emergent EBs were transferred onto Geltrex (Gibco)-coated multi-well culture
plates and were maintained in primate ESC culture medium without bFGF at 37 °C
under humidified atmosphere of 5% CO2. Culture medium was changed every other
day. After 14 additional days in adherent culture, spontaneously differentiated cells
were characterized by standard immunocytochemical protocol. Primary antibodies
used were as follows: anti-TUJ1 (1:200 dilution; Abcam, Cambridge, UK), anti-αSMA

Figure 5 Graphical summary showing the relationship between mtDNA
pathogenic threshold and inhibited neuronal differentiation. iPSC lines carrying over
the pathogenic threshold level of m.3243A4G showed neuronal maturation
defect and even neuronal cell death during neuronal lineage commitment; however,
no cell death was observed during NSC specification and expansion in these
iPSC lines, suggesting that m.3243A4G has minimal molecular pathogenic
influence on NSCs
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(1:40 dilution; Abcam), anti-AFP (1:200 dilution; Abcam). Secondary antibody used
was AlexaFluor 568 (1:800 dilution; Molecular Probes, Waltham, MA, USA). Stained
samples were observed under a fluorescent microscope (IX71 System; Olympus).
Short tandem repeat (STR) analysis was performed to confirm the genetic

identity of the established isogenic iPSC lines: Briefly, extracted DNA as template
(0.5 ng) was amplified using a thermal cycler (GeneAmp PCR System 9700;
Applied Biosystems, Waltham, MA, USA) with a PowerPlex 16 HS System kit
(Promega, Fitchburg, WI, USA) according to the manufacturer’s instructions. The
amplified DNA fragments were electrophoresed using a DNA analyzer (ABI PRISM
3130xl; Applied Biosystems). The obtained data were analyzed using GeneMapper
Software (Ver. 5.0; Applied Biosystems).

Analysis of mtDNA mutation. Long PCR-based whole-mtDNA sequencing
for the patient was performed as described elsewhere27 with modifications to
eliminate any adverse results arising from pseudo-sequences in nuclear DNA:
Briefly, extracted DNA as a template (10 ng) was amplified via mtDNA-specific long-
range PCR and the following mtDNA-specific nested PCR using a thermal cycler
(GeneAmp PCR System 9700; Applied Biosystems). The amplified mtDNA
fragments were sequenced using a DNA analyzer (ABI PRISM 3130xl; Applied
Biosystems).
Pyrosequencing was performed to determine m.3243 A4G proportions: Briefly,

extracted DNA as a template (10–20 ng) was amplified using a thermal cycler
(GeneAmp PCR System 9700; Applied Biosystems). The amplified mtDNA fragments
were sequenced using a pyrosequencing instrument (PyroMark Q24 Advanced;
Qiagen, Venlo, Netherlands) with a PyroMark Q24 Advanced Reagents kit (Qiagen)
according to the manufacturer’s instructions. The obtained data were analyzed using
PyroMark Q24 Advanced Software (Ver. 3.0.0; Qiagen). Primers used are listed in
Supplementary Table S1.

Analysis of mtDNA copy number. mtDNA copy number analysis was
performed according to our previous report:20 Briefly, extracted DNA as a template
(1 ng) was used for quantitative PCR with a SYBR Green I PCR Master Mix kit
(Roche, Basel, Switzerland) according to the manufacturer’s instructions. A real-
time PCR system (LightCycler 480II; Roche) was used to measure mtDNA
copy number per cell. Measurement for each sample was performed in triplicate.
ΔΔCT-based relative quantification method was adopted for data analysis. Primers
used are listed in Supplementary Table S1.

Analyses of pluripotency genes expression and transgenes
silencing. Reverse transcription was performed with PrimeScript RT Master Mix
kit (TaKaRa Bio, Shiga, Japan) according to the manufacturer’s instructions. After
reverse transcription of extracted total RNA, total cDNA as a template (10 ng) was
used for quantitative PCR with a SYBR Green I PCR Master Mix kit (Roche)
according to the manufacturer’s instructions. A real-time PCR system (LightCycler
480II; Roche) was used to measure pluripotency genes expression and transgenes
silencing. Measurement for each sample was performed in triplicate. ΔΔCT-based
relative quantification method was adopted for data analysis. Primers used are listed
in Supplementary Table S1.

Directed differentiation of iPSCs into cardiomyocytes. Directed
differentiation of patient-derived iPSCs into cardiomyocytes was performed as
described elsewhere28 with modifications: Briefly, patient-derived iPSCs were cut
into uniform-sized pieces of colonies using the STEMPRO EZ Passage (Invitrogen)
to transfer onto Geltrex (Gibco)-coated culture dishes and were maintained in
mTeSR1 medium (StemCell Technologies) at 37 °C under humidified atmosphere of
5% CO2. Culture medium was changed daily. After 7 days in culture, culture medium
was switched to Cardiac induction medium I (RPMI 1640 medium (Gibco)
supplemented with 1 × B27 minus insulin (Gibco), 100 units/ml penicillin (Gibco),
100 μg/ml streptomycin (Gibco), 100 ng/ml Activin A (Peprotech, Rocky Hill, NJ,
USA)) for first 1 day, Cardiac induction medium II (RPMI 1640 medium
(Gibco) supplemented with 1 × B27 minus insulin (Gibco), 100 units/ml penicillin
(Gibco), 100 μg/ml streptomycin (Gibco), 10 ng/ml BMP4 (Peprotech), 10 ng/ml
bFGF (Peprotech)) for next 4 days, and Cardiac induction medium III (RPMI 1640
medium (Gibco) supplemented with 1 × B27 minus insulin (Gibco), 100 units/ml
penicillin (Gibco), 100 μg/ml streptomycin (Gibco), 100 ng/ml DKK-1 (Peprotech))
for further 6 days, sequentially. Culture medium was changed every other day.
Culture medium was finally switched to Cardiac maturation medium (RPMI 1640
medium (Gibco) supplemented with 1 × B27 minus insulin (Gibco), 100 units/ml
penicillin (Gibco), 100 μg/ml streptomycin (Gibco)) and was changed every

other day for terminal differentiation. The beating aggregates began to emerge
at around 15 days of cardiac differentiation. At 26 or 27 days of cardiac
differentiation in total, each beating cardiomyocyte-aggregate was transferred onto
each well of Geltrex (Gibco)-coated multi-well culture plates and were used for
further analyses.

Emergent cardiomyocytes were maintained in cardiac maturation medium and
were characterized according to standard immunocytochemical protocol. Primary
antibody used was as follows: anti-cTNT (1:200 dilution; ThermoFisher Scientific,
Waltham, MA, USA). Secondary antibody used was as follows: AlexaFluor 568 (1:800
dilution; Molecular Probes). Stained samples were observed under a fluorescent
microscope (IX71 System; Olympus).

Directed differentiation of iPSCs into neurons. Directed differentiation
of patient-derived iPSCs into neurons was performed as follows: Briefly, cultured
and harvested patient-derived iPSCs were transferred onto ultra-low-adherent
culture dishes (HydroCell; CellSeed) and were maintained in NSC specification
medium (Essential 6 medium (Gibco) supplemented with 100 units/ml penicillin
(Gibco), 100 μg/ml streptomycin (Gibco), 10 μM SB431542 (Wako, Osaka, Japan),
100 nM LDN193189 (Wako)) for first 8 days at 37 °C under humidified atmosphere
of 5% CO2. Culture medium was changed every other day. After floating culture,
each neurosphere was transferred onto each well of Geltrex (Gibco)-coated multi-
well culture plates and were maintained in NSC expansion medium (1:1 mixture of
DMEM/F12 (Gibco) and Neurobasal medium (Gibco) supplemented with 1 × N2
(Gibco), 1 × B27 minus vitamin A (Gibco), 1 × GlutaMAX (Gibco), 100 units/ml
penicillin (Gibco), 100 μg/ml streptomycin (Gibco), 10 μM SB431542 (Wako),
100 nM LDN193189 (Wako), 20 ng/ml EGF (Peprotech), 20 ng/ml bFGF
(Peprotech)) for next 6 days at 37 °C under humidified atmosphere of 5% CO2.
Culture medium was changed every other day. Culture medium was finally switched
to Neuron induction medium (Neurobasal medium (Gibco) supplemented with
1 × N2 (Gibco), 1 × B27 minus vitamin A (Gibco), 1 × GlutaMAX (Gibco), 100 units/
ml penicillin (Gibco), 100 μg/ml streptomycin (Gibco), 10 ng/ml BDNF (Peprotech),
10 ng/ml GDNF (Peprotech), 10 ng/ml NGF (Peprotech), 500 μM dbcAMP (Sigma),
200 μM ascorbic acid (Wako)) and was changed every other day for terminal
differentiation. At 26 or 27 days of neuronal differentiation in total, neurons were
used for further analyses.

Emergent NSCs were characterized according to the standard immunocytochem-
ical protocol. Fluorophore-conjugated primary antibodies used were as follows: Cy3-
conjugated anti-SOX2 (1:100 dilution; Millipore), AlexaFluor 488-conjugated anti-
Nestin (1:100 dilution; Millipore). Stained samples were observed under a fluorescent
microscope (IX71 System; Olympus).

Emergent neurons were characterized according to standard immunocytochem-
ical protocol. Primary antibody used was anti-TUJ1 (1:200 dilution; Abcam).
Secondary antibody used was AlexaFluor 568 (1:800 dilution; Molecular Probes).
Stained samples were observed under a fluorescent microscope (IX71 System;
Olympus).

Analysis of mitochondrial respiration. Analysis of mitochondrial
respiratory potential was performed using a flux analyzer (Seahorse XFe24
Extracellular Flux Analyzer; Seahorse Bioscience, North Billerica, MA, USA) with a
Seahorse XF Cell Mito Stress Test Kit (Seahorse Bioscience) according to the
manufacturer’s instructions. Basal respiration and ATP production were calculated to
evaluate mitochondrial respiratory function according to the manufacturer’s
instructions. After the measurement, cells were harvested to count the cell number,
and each plotted value was normalized relative to the number of cells used. The
detailed procedures are as follows:

For iPSCs, several pieces of iPSC colonies were transferred onto each well of
Geltrex (Gibco)-coated XFe24 cell culture plates (Seahorse Bioscience) and were
maintained in primate ESC culture medium. After 3 days in culture, iPSCs were
equilibrated in unbuffered XFe assay medium (Seahorse Bioscience) supplemented
with 10 mM glucose, 1 mM sodium pyruvate and transferred to a non-CO2 incubator
for 1 h before measurement. Oxygen consumption rate (OCR) was measured with
sequential injections of 2 μM oligomycin, 1 μM FCCP and each 2 μM of rotenone/
antimycin A.

For iPSC-cardiomyocytes, each beating cardiomyocyte-aggregate at 23 days
of differentiation in total was transferred onto each well of Geltrex (Gibco)-coated
XFe24 cell culture plates (Seahorse Bioscience) and was maintained in Cardiac
maturation medium. At 26 or 27 days of differentiation in total, beating cardiomyocytes
were equilibrated in unbuffered XFe assay medium (Seahorse Bioscience)
supplemented with 10 mM glucose and 1 mM sodium pyruvate, and transferred to
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a non-CO2 incubator for 1 h before measurement. OCR was measured with
sequential injections of 1 μM oligomycin, 0.5 μM FCCP and each 2 μM of rotenone/
antimycin A.
For iPSC-neurons, each neurosphere at 8 days of differentiation in total was

transferred onto each well of Geltrex (Gibco)-coated XFe24 cell culture plates
(Seahorse Bioscience) and was maintained in NSC expansion medium for next
6 days, followed by terminal differentiation in Neuron induction medium. At 26 or
27 days of differentiation in total, neurons were equilibrated in unbuffered XFe assay
medium (Seahorse Bioscience) supplemented with 10 mM glucose and 1 mM
sodium pyruvate, and transferred to a non-CO2 incubator for 1 h before
measurement. OCR was measured with sequential injections of 2 μM oligomycin,
0.5 μM FCCP and each 2 μM of rotenone/antimycin A.

Analysis of mitochondrial respiratory chain complex activity.
Analysis of mitochondrial respiratory chain complex activity was performed
according to our previous report:20 Briefly, mitochondrial respiratory complex activity
was measured with Complex I Human Enzyme Activity Microplate Assay kit
(Abcam) and with Complex IV Human Enzyme Activity Microplate Assay kit
(Abcam) according to the manufacturer’s instructions, respectively. Cell extracts
(150 μg for complex I, 50 μg for complex IV) were used to measure time-dependent
absorbance alterations on a multi-well plate reader (SPECTROstar Nano; BMG
Labtech, Ortenberg, Germany).

Neuroblastoma cell culture and neuronal differentiation. SH-SY5Y
neuroblastoma cell line was maintained in Neuroblastoma growth medium
(DMEM (Gibco) supplemented with 4.5 mg/ml glucose, 110 μg/ml sodium
pyruvate, 50 μg/ml uridine (Sigma, St. Louis, MO, USA), 10% FBS (Gibco),
100 units/ml penicillin (Gibco), 100 μg/ml streptomycin (Gibco)) at 37 °C
under humidified atmosphere of 5% CO2. Culture medium was changed every
other day.
For the establishment of mtDNA-depleted cell line (SH-SY5Y ρ0), sparsely plated

SH-SY5Y cells were expanded in Neuroblastoma growth medium (DMEM (Gibco)
supplemented with 4.5 mg/ml glucose, 110 μg/ml sodium pyruvate, 50 μg/ml uridine
(Sigma), 10% FBS (Gibco), 100 units/ml penicillin (Gibco), 100 μg/ml streptomycin
(Gibco)) with the addition of 5 μg/ml ethidium bromide to induce mtDNA depletion for
at least 1 month in culture at 37 °C under humidified atmosphere of 5% CO2. Culture
medium was changed every other day.
For neuronal lineage commitment, SH-SY5Y WTand SH-SY5Y ρ0 (1 × 105 cells,

respectively) were transferred onto Geltrex (Gibco)-coated multi-well culture plates or
culture dishes and were maintained in Neuroblastoma growth medium (DMEM
(Gibco) supplemented with 4.5 mg/ml glucose, 110 μg/ml sodium pyruvate, 50 μg/ml
uridine (Sigma), 10% FBS (Gibco), 100 units/ml penicillin (Gibco), 100 μg/ml
streptomycin (Gibco)) at 37 °C under humidified atmosphere of 5% CO2. The next
day, culture medium was replaced with Neuron induction medium (Neurobasal
medium (Gibco) supplemented with 1 × N2 (Gibco), 1 × B27 minus vitamin A (Gibco),
1 × GlutaMAX (Gibco), 100 units/ml penicillin (Gibco), 100 μg/ml streptomycin
(Gibco), 10 ng/ml BDNF (Peprotech), 10 ng/ml GDNF (Peprotech), 10 ng/ml NGF
(Peprotech), 500 μM dbcAMP (Sigma), 200 μM ascorbic acid (Wako)) with the
addition of 50 μg/ml uridine (Sigma) and was changed every other day for terminal
differentiation. At 14 days of neuronal differentiation, neurons were used for further
analyses. Time-lapse images of neuronal lineage commitment from day 4 to day 8
were also obtained using a live cell imaging system (BioStudio; Nikon Engineering) at
30 min of interval.
Emergent neurons were characterized according to standard immunocytochem-

ical protocol. Primary antibody used was as follows: anti-NF-H (1:200 dilution;
Abcam). Secondary antibody used was as follows: AlexaFluor 568 (1:800 dilution;
Molecular Probes). Stained samples were observed under a fluorescent microscope
(IX71 System; Olympus).

Cytochemical COX staining. Cytochemical COX staining was performed as
follows: Briefly, undifferentiated and differentiated SH-SY5Y WT and SH-SY5Y ρ0

were stained with COX reaction buffer (pH 5.5; 100 mM sodium acetate, 0.1%
MnCl2, 0.001% H2O2, 10 mM diaminobenzidine) at 37 °C for 1 h, followed by
subsequent incubation with 1% CuSO4 at 37 °C for 5 min. Stained samples were
observed under a microscope (IX71 System; Olympus).
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The relationships between the molecular abnormalities in mitochondrial respiratory chain complexes
and their negative contributions to mitochondrial and cellular functions have been proved to be
essential for better understandings in mitochondrial medicine. Herein, we established the method to
identify disease phenotypic differences among patients with muscle histopathological cytochrome c
oxidase (COX) deficiency, as one of the representative clinical features in mitochondrial diseases, by
using patients’ myoblasts that are derived from biopsied skeletal muscle tissues. We identified two
obviously different severities in molecular diagnostic criteria of COX deficiency among patients:
structurally stable, but functionally mild/moderate defect and severe functional defect with the
disrupted COX holoenzyme structure. COX holoenzyme disorganization actually triggered several
mitochondrial dysfunctions, including the decreased ATP level, the increased oxidative stress level, and
the damaged membrane potential level, all of which lead to the deteriorated cellular growth, the
accelerated cellular senescence, and the induced apoptotic cell death. Our cell-based in vitro diagnostic
approaches would be widely applicable to understanding patient-specific pathomechanism in various
types of mitochondrial diseases, including other respiratory chain complex deficiencies and other
mitochondrial metabolic enzyme deficiencies. (Am J Pathol 2017, 187: 110e121; http://dx.doi.org/
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Cytochrome c oxidase [COX; alias complex IV (CIV)] is a
terminal protein in the mitochondrial electron transport
system with oxidative phosphorylation and comprises its 13
structural subunits. The three largest, most hydrophobic
catalytic core subunits are encoded in mitochondrial DNA
(mtDNA), and the others are encoded in nuclear DNA
(nDNA). In addition, COX also requires several nDNA-
encoded assembly factors for its holoenzyme organization
and maintenance. COX deficiency is widely recognized as
one of the representative clinical phenotypes in mitochon-
drial diseases and presents muscle histopathological di-
versity among patients (focally, diffusely, or completely
deficient). Although disease-causative mutations in nDNA-
encoded assembly factors are mostly inherited as auto-
somal recessive,1 only a few detrimental mutations in
nDNA-encoded COX structural subunits have been
stigative Pathology. Published by Elsevier Inc
reported.2,3 Other genetic defects in mtDNA-encoded COX
structural subunits4e10 or in several mitochondrial tRNA
genes are also responsible for COX deficiency; moreover,
infantile reversible COX deficiency (alias reversible infan-
tile respiratory chain deficiency), which is caused by
homoplasmic m.14674T>C or T>G mutations in MT-TE
gene, has recently been identified as a new disease subtype
with rare, distinct disease outcome.11,12 To date, the re-
lationships between pathogenic mutations in COX-
. All rights reserved.
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Phenotypic Variation in COX Deficiency
associating components and the aberrant COX holoenzyme
organization become evident at a molecular level. However,
there still remains no reasonable explanation how such
gene-specific defects actually affect widespread mitochon-
drial and cellular functions, resulting in the variation and the
severity of disease phenotypes at tissue and organ levels.

To overcome this problem, the use of cells derived from
the affected tissues and organs is advantageous, because such
cells faithfully recapitulate cell typeespecific pathophysi-
ology in a patient-specific manner. Herein, we established the
method to identify disease phenotypic differences in patients
exhibiting mitochondrial diseases by using a comprehensive
functional analysis at mitochondrion and cell levels. We
demonstrated that severely disrupted COX holoenzyme
integrity (its function and structure) actually triggered several
mitochondrial dysfunctions, including the decreased ATP
level, the increased oxidative stress level, and the damaged
membrane potential level, followed by the injured cellular
homeostasis like the deteriorated cellular growth, the accel-
erated cellular senescence, and the induced apoptotic cell
death. Therefore, COX holoenzyme disorganization de-
termines the variation and the severity in clinical phenotypes
of patients exhibiting mitochondrial diseases with muscle
histopathological COX deficiency, and our proposed mo-
lecular diagnostic criteria may also be suggestive for effec-
tively exploring disease-causative genetic defects, which are
responsible for patient-specific pathology.

Materials and Methods

Patients

This study was approved by the institutional review board of
the National Center of Neurology and Psychiatry and was
stringently conducted in accordance with the ethical prin-
ciples of the Declaration of Helsinki. Patient skeletal muscle
biopsy was performed for diagnostic purposes only after we
received written informed consent. Note that 10 control
subjects were also used in this study.

mtDNA Mutation Analysis

A long PCR-based whole mtDNA sequence in each patient
was performed to eliminate any adverse results associating
with pseudosequences in nDNA, as described elsewhere13

with modifications: Extracted DNA from cultured patients’
myoblasts (100 ng) was amplified by mtDNA-specific long-
range PCR and the following mtDNA-specific nested PCR
using a thermal cycler (GeneAmp PCR System 9700;
Applied Biosystems, Waltham, MA). The amplified mtDNA
fragments were sequenced using DNA analyzer (ABI
PRISM 3130xl; Applied Biosystems). The obtained mtDNA
sequence data in each patient were compared with the WEB
databases of Human Mitochondrial Genome Database
(MITOMAP) and Human Mitochondrial Genome Poly-
morphism (mtSNP)14 to find any genetic variants.
The American Journal of Pathology - ajp.amjpathol.org
RT-PCR

One-step RT-PCR was performed with the PrimeScript II
High Fidelity RT-PCR kit (TaKaRa Bio, Shiga, Japan),
according to the manufacturer’s instructions. Extracted
total RNA from cultured patients’ myoblasts (100 ng) was
applied for RT-PCR using a thermal cycler (GeneAmp
PCR system 9700; Applied Biosystems). Amplified PCR
products were electrophoresed, stained with ethidium
bromide, and detected using UV transilluminator (GelDoc-
It Imaging System; UVP, Upland, CA).

Primers used were as follows: MT-CO1, 50-TTAGCT-
GACTCGCCACACTCC-30 (forward) and 50-AGTCAGGC-
CACCTACGGTGA-30 (reverse);MT-CO2, 50-CTCATGAG-
CTGTCCCCACATTAG-30 (forward) and 50-TTGACCG-
TAGTATACCCCCGG-30 (reverse); COX4, 50-CGGCA-
GAATGTTGGCTACCA-30 (forward) and 50-AGCGAAA-
AGTCTTCGCTCTTCAC-30 (reverse); COX5B, 50-TGGCA-
TCTGGAGGTGGTGTT-30 (forward) and 50-TGCCTGAA-
GCTCCCTTTGG-30 (reverse); and GAPDH, 50-CAAT-
GACCCCTTCATTGACCTC-30 (forward) and 50-CTCGCT-
CCTGGAAGATGGTG-30 (reverse).

Cell Culture

Small portions of biopsied skeletal muscle tissues from the
patients’ biceps brachii were minced with surgical scissors
and forceps, enzymatically digested with collagenase-trypsin
solution [400 mg/mL collagenase (Wako, Osaka, Japan),
5� trypsin-EDTA (Gibco, Waltham, MA)] at 37�C for 1
hour, and centrifuged at 200 � g for 5 minutes to collect
myoblasts. Cells were resuspended and seeded onto tissue
culture dishes and were maintained at 37�C under humidified
atmosphere of 5% CO2. Myoblast culture medium used was
as follows: Dulbecco’s modified Eagle’s medium with F12
nutrient mixture (Gibco) supplemented with 20% fetal bovine
serum (Gibco), 100 U/mL penicillin (Gibco), and 100 mg/mL
streptomycin (Gibco). During primary culture, 0.5 mg/mL
MC210 (DS Pharm, Osaka, Japan) as a mycoplasmacidal
reagent and 2.5 mg/mL fungizone (Gibco) as a fungicidal
reagent were also added into myoblast culture medium.

For cellular proliferation experiment, patients’ myoblasts
(100 cells/mm2) were seeded onto 96-well culture plates and
were maintained at 37�C under humidified atmosphere of
5% CO2. After 3 days in culture, cells were treated with
bromodeoxyuridine chemiluminescence-based cell prolifer-
ation enzyme-linked immunosorbent assay kit (Roche,
Basel, Switzerland), according to the manufacturer’s in-
structions, and cellular proliferation potential was measured
on chemiluminescent multiwell plate reader (Centro LB
960; Berthold Technologies, Bad Wildbad, Germany).

For cellular growth experiment, patients’ myoblasts
(50 cells/mm2) were seeded onto 6-well culture plates and
were maintained at 37�C under humidified atmosphere
of 5% CO2. Cells were observed under phase contrast
microscope (IX71 System; Olympus, Tokyo, Japan) at
111
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predetermined time intervals. Cell number per unit area was
randomly counted and averaged in each sample. Cellular
doubling time was also estimated at logarithmic prolifera-
tion stage.

For cellular senescence detection, patients’myoblasts (100
cells/mm2) were seeded onto 4-well culture slides and were
maintained at 37�C under humidified atmosphere of 5% CO2.
After 3 days in culture, cells were treated with senescence-
associated b-galactosidase staining kit (Cell Signaling Tech-
nology, Danvers, MA), according to the manufacturer’s in-
structions, and senescent cells were observed under optical
microscope (BX50 System; Olympus).

For apoptotic cell death detection, patients’ myoblasts
(100 cells/mm2) were seeded onto 6-well culture plates and
were maintained at 37�C under humidified atmosphere of
5% CO2. After 3 days in culture, cells were treated with
caspase-3 detection kit (Biotium, Fremont, CA), according
to the manufacturer’s instructions, and apoptotic cell death
was observed under fluorescent microscope (IX71 System;
Olympus).

For terminal differentiation into myotubes, patients’
myoblasts (200 cells/mm2) were seeded onto 6-well culture
plates and were maintained at 37�C under humidified
atmosphere of 5% CO2. After 3 days in culture, culture
medium was switched to differentiation medium (Cell
Applications, San Diego, CA) supplemented with 100 U/mL
penicillin (Gibco) and 100 mg/mL streptomycin (Gibco),
and cells were maintained for 2 weeks.

Cytochemistry

Patients’myoblasts (100 cells/mm2) were seeded onto 4-well
culture slides and were maintained at 37�C under humidified
atmosphere of 5% CO2. After 3 days in culture, cells were
stained with COX reaction buffer (pH 5.5; 100 mmol/L so-
dium acetate, 0.1% MnCl2, 0.001% H2O2, and 10 mmol/L
diaminobenzidine) at 37�C for 1 hour and were incubated
with 1% CuSO4 at 37�C for 5 minutes. Cell nuclei were
costained with hematoxylin. Stained cells were rinsed, fixed,
and dehydrated according to standard histological protocol.
Samples were sealed with cover glass and were observed
under optical microscope (BX50 System; Olympus).

Immunocytochemistry

Cultured patients’ myoblasts and differentiated myotubes
were fixed, permeabilized, and blocked according to stan-
dard immunocytochemical protocol. Primary antibody
probing was performed at room temperature for 90 minutes.
Secondary antibody probing was performed with 2.5 mg/mL
Alexa Fluor 568 (Molecular Probes, Waltham, MA) at room
temperature for 45 minutes. Stained cells were observed
under fluorescent microscope (IX71 System; Olympus).

Primary antibodies used were as follows: 2.5 mg/mL
antieMT-CO1 (Molecular Probes), 2.5 mg/mL anti-COX4
(Molecular Probes), 0.5 mg/mL anti-SDHA (Molecular
112
Probes), 5 mg/mL anti-myogenin (Abcam, Cambridge, UK),
and 5 mg/mL antieactin, a 1, skeletal muscle (Abcam).

Mitochondrial Enzymatic Activity

Enzymatic activities for individual mitochondrial respiratory
chain complexes were analyzed as described elsewhere15

with modifications: Cultured and harvested patients’
myoblasts (100,000 cells/assay) were permeabilized with
0.1% digitonin at room temperature for 1 minute with gentle
pipetting and were used for the experiment. A spectropho-
tometer equipped with a thermostated unit (U-2010; Hitachi,
Tokyo, Japan) was used, and a baseline calibration was
done before each measurement.
For complex I activity measurement, permeabilized cells

were added into reaction buffer (pH 7.4; 50 mmol/L
Tris-HCl, 250 mmol/L sucrose, 1 mmol/L EDTA, 10 mmol/L
decylubiquinone, 50 mmol/L NADH, 5 mg/mL antimycin A,
and 2 mmol/L KCN) and were incubated in quartz cuvette at
37�C. Complex I activity was monitored by time-dependent
absorbance alterations.
For complex II activity measurement, permeabilized cells

were added into reaction buffer (pH 7.4; 50 mmol/L
potassium phosphate, 20 mmol/L succinate, 50 mmol/L
2,6-dichlorophenolindophenol, 50 mmol/L decylubiquinone,
5 mg/mL rotenone, 5 mg/mL antimycin A, and 2 mmol/L
KCN) and were incubated in quartz cuvette at 37�C.
Complex II activity was monitored by time-dependent
absorbance alterations.
For complex III activity measurement, permeabilized

cells were added into reaction buffer [pH 7.4; 50 mmol/L
Tris-HCl, 250 mmol/L sucrose, 1 mmol/L EDTA, 50 mmol/L
cytochrome c, 50 mmol/L decylubiquinol (reduced form of
decylubiquinone), and 2 mmol/L KCN] and were incubated
in quartz cuvette at 37�C. Complex III activity was moni-
tored by time-dependent absorbance alterations.
For complex IV activity measurement, permeabilized

cells were added into reaction buffer [pH 7.4; 10 mmol/L
potassium phosphate and 25 mmol/L ferrocytochrome c
(reduced form of cytochrome c)] and were incubated in
quartz cuvette at 37�C. Complex IV activity was monitored
by time-dependent absorbance alterations.
For citrate synthase activity measurement, permeabilized

cells were added into reaction buffer [pH 8.0; 125 mmol/L
Tris-HCl, 300 mmol/L acetyl-CoA, 100 mmol/L 5,50-
dithiobis (2-nitrobenzoic acid), and 500 mmol/L oxaloace-
tate] and were incubated in quartz cuvette at 37�C. Citrate
synthase activity was monitored by time-dependent absor-
bance alterations.

Electrophoretic Protein Separation

SDS-PAGE, blue native PAGE (BN-PAGE), and two-
dimensional BN-PAGE/SDS-PAGE were performed as
described elsewhere16,17 with modifications, respectively:
Cultured and harvested patients’myoblasts were resuspended
ajp.amjpathol.org - The American Journal of Pathology
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in isolation buffer (pH 7.4; 210mmol/L mannitol, 70 mmol/L
sucrose, 1 mmol/L EGTA, and 5 mmol/L HEPES) and were
homogenated on ice. Cell lysates were centrifuged to isolate
mitochondrial proteins. Obtained mitochondrial proteins
were quantified by Bradford assay, and a calibration curve
was generated using several known concentrations of bovine
serum albumin.

For SDS-PAGE, isolated mitochondrial proteins (100 mg)
were solubilized with 0.5% SDS containing 50 mmol/L
dithiothreitol at 70�C for 10 minutes and were used for the
experiment. Electrophoresis was performed on 4% to 12%
NuPAGE polyacrylamide gel (Invitrogen, Waltham, MA) at
room temperature under 200-V constant.

For BN-PAGE, isolated mitochondrial proteins (100 mg)
were solubilized with either 0.5% n-dodecyl-b-D-maltoside
(individual complexes detection) or 1% digitonin (super-
complexes detection) on ice for 30 minutes and were used
for the experiment. Electrophoresis was performed on 3% to
12% NativePAGE polyacrylamide gel (Invitrogen) at 4�C
under 150-V constant for 30 minutes, then resumed at 4�C
under 250-V constant.

Western Blot for Immunodetection

Electrophoresed gels were blotted onto polyvinylidene
difluoride membranes using iBlot transfer system (Invi-
trogen), according to the manufacturer’s instructions.
Blotted polyvinylidene difluoride membranes were blocked
at room temperature for 30 minutes. Primary antibody
probing was performed at room temperature for 90 minutes.
Secondary antibody probing was performed with chromo-
genic antibody detection kit (WesternBreeze; Invitrogen),
according to the manufacturer’s instructions.

For SDS-PAGE and immunodetection, primary anti-
bodies used were as follows: 0.5 mg/mL anti-SDHA (Mo-
lecular Probes), 2.5 mg/mL antieMT-CO1 (Molecular
Probes), 2.5 mg/mL antieMT-CO2 (Molecular Probes), 2.5
mg/mL anti-COX4 (Molecular Probes), 2.5 mg/mL anti-
COX5B (Molecular Probes), and 2.5 mg/mL anti-COX6B
(Molecular Probes).

For BN-PAGE and immunodetection, primary anti-
bodies used were as follows: 0.5 mg/mL anti-NDUFA9
(Molecular Probes), 0.5 mg/mL anti-SDHA (Molecular
Probes), 0.5 mg/mL anti-UQCRC2 (Molecular Probes), 2.5
mg/mL antieMT-CO1 (Molecular Probes), and 0.5 mg/mL
anti-ATP5B (Molecular Probes).

Detection of Intracellular ATP

Cultured and harvested patients’ myoblasts (100 cells/assay)
were applied for the measurements. Cells were treated
with rLuciferase/Luciferin chemiluminescence-based ATP
detection kit (Promega, Fitchburg, WI), according to the
manufacturer’s instructions, and intracellular ATP amount
was measured on chemiluminescent multiwell plate reader
(Centro LB 960; Berthold Technologies). A calibration
The American Journal of Pathology - ajp.amjpathol.org
curve was generated using several known concentrations of
ATP.

Detection of Mitochondrial Oxidative Stress and
Mitochondrial Membrane Potential

Quantitative fluorometry was performed as follows: Patients’
myoblasts (100 cells/mm2) were seeded onto 96-well culture
plates and were maintained at 37�C under humidified atmo-
sphere of 5% CO2. After 3 days in culture, cells were stained
at 37�C for 1 hour. Stained cells were rinsed and measured on
fluorescent multiwell plate reader (ARVO SX; Perkin Elmer,
Waltham, MA), first at excitation/emission of 545/595 nm
(red fluorescence) and then sequentially at excitation/
emission of 485/535 nm (green fluorescence).

Fluorescent imaging was performed as follows: Patients’
myoblasts (100 cells/mm2) were seeded onto 6-well culture
plates and were maintained at 37�C under humidified
atmosphere of 5% CO2. After 3 days in culture, cells were
stained at 37�C for 1 hour. Stained cells were rinsed and
observed under fluorescent microscope (IX71 System;
Olympus).

Fluorescent dyes used were as follows: 0.25 mg/mL
MitoTracker Green (Molecular Probes), 0.25 mg/mL
MitoSOX Red (Molecular Probes), and 0.25 mg/mL JC-1
(Molecular Probes).

Results

Molecular Pathogenic Variation among Patients with
COX Deficiency

We examined seven mitochondrial disease patients with
muscle histopathological COX deficiency, all of whom
carry no detrimental mutation on entire mtDNA sequence
(Supplemental Tables S1eS7). In addition, no typical
pathological abnormality was observed in all patient-derived
skeletal muscle tissues other than COX deficiency
(Supplemental Figure S1). On muscle histopathological
COX staining, the numerical and distributional variation of
COX-negative muscle fibers was observed among patients’
tissues (Figure 1A); Patients 5 and 6 also exhibited
completely deficient COX activity. On cytochemical COX
staining, a wide variety of the decreased COX activity was
also observed among patients’ myoblasts (Figure 1A),
showing a trend similar to muscle histopathological COX
staining. BN-PAGE and immunodetection indicated that the
apparently diminished band corresponding to COX holo-
enzyme was detected only in Patients 5 and 6, whereas the
other patients showed stable COX holoenzyme organization
(Figure 1B); Patients 5 and 6 also showed no COX-
containing respiratory chain supramolecular architectures
that were essential for efficient ATP production in the
mitochondrial electron transport system (Figure 1C). The
assembly of the other respiratory chain complexes was
unaffected in all patients. We therefore defined Patients 5
113
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Figure 1 Molecular pathogenic variation among patients with COX deficiency. A: Representative images of COX staining for frozen section of skeletal
muscle specimens (top row) and for cultured myoblasts (bottom row) of both controls (Ctrl) and patients. On cytochemical COX staining for cultured
myoblasts, all samples were stained simultaneously with the same period. Cell nuclei were costained with hematoxylin. B: Immunodetection of individual
respiratory chain complexes (CI, CII, CIII, COX, and CV) by BN-PAGE for the same amount of isolated mitochondrial proteins from both controls and patients.
Primary antibodies used were as follows: anti-NDUFA9 (CI), anti-SDHA (CII), anti-UQCRC2 (CIII), antieMT-CO1 (COX), and anti-ATP5B (CV). All samples were
assayed at least in duplicate. C: Immunodetection of respiratory chain supercomplexes by BN-PAGE for the same amount of isolated mitochondrial proteins
from both controls and patients. Primary antibodies used were as follows: antieMT-CO1 (COX) (top row) and anti-UQCRC2 (CIII) (bottom row). All samples
were assayed at least in duplicate. D: Enzymatic activities of individual mitochondrial respiratory chain complexes for cultured and harvested myoblasts of
both controls and patients. Citrate synthase (CS) activity, as an internal marker in mitochondrial functions, was used for normalization in each sample. All
samples were measured at least in duplicate and averaged. The error bars indicate means � SD of controls (D). n Z 10 (D, controls); n Z 5 [D, COX defect
(�)]; n Z 2 [D, COX defect (þ)]. Scale bars Z 50 mm (A).
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and 6 lacking COX holoenzyme as COX defect (þ) and the
other patients exhibiting stable COX holoenzyme as COX
defect (�). Enzymatic activities of mitochondrial respiratory
chain complexes revealed that COX activity in all patients
was significantly decreased when compared with controls
(Figure 1D); Patients 5 and 6 as COX defect (þ) also dis-
played lower biochemical COX function. The other respi-
ratory chain complex activities in all patients were almost
within normal range, except for relatively higher complex II
114
activity, probably because of functional compensation in
mitochondrial oxidative phosphorylation. From molecular
diagnostic aspects in mitochondrial respiratory chain com-
plexes, we concluded that all patients used in this study
must be isolated COX deficiency.
Two-dimensional BN-PAGE/SDS-PAGE implied that the

apparent loss of COX holoenzyme found only in Patients 5
and 6 was because of drastically decreased amounts of all
COX structural subunits when compared with other
ajp.amjpathol.org - The American Journal of Pathology
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Figure 2 COX holoenzyme disorganization, found only in Patients 5 and 6, originates in the decreased protein levels, but not in mRNA levels, of each
structural subunit. A: Visualization of all structural components in respiratory chain complexes by two-dimensional blue native PAGE (BN-PAGE)/SDS-PAGE and
silver staining for the same amount of isolated mitochondrial proteins from both controls (Ctrl) and Patients 5 and 6 as COX defect (þ). Immunodetection
against MT-CO1 (COX) and SDHA (CII) was also shown. All samples were assayed at least in duplicate. B: Representative images of immunocytochemistry
against MT-CO1 [COX, mitochondrial DNA (mtDNA) encoded], COX4 [COX, nuclear DNA (nDNA) encoded], and SDHA (CII) for cultured myoblasts of both controls
and patients. Cell nuclei were costained with Hoechst 33342 (blue). C: Protein expression levels in COX structural subunits of MT-CO1 (mtDNA encoded), MT-
CO2 (mtDNA encoded), COX4 (nDNA encoded), COX5B (nDNA encoded), and COX6B (nDNA encoded) by SDS-PAGE and immunodetection for the same amount of
isolated mitochondrial proteins from both controls and patients. SDHA (CII) was used as an internal marker. All samples were assayed at least in duplicate. D:
mRNA expression levels in COX structural subunits of MT-CO1 (mtDNA encoded), MT-CO2 (mtDNA encoded), COX4 (nDNA encoded), COX5B (nDNA encoded) by
RT-PCR for the same amount of extracted total RNA from both controls and patients. GAPDH was used as an internal marker. RT- indicates without the addition
of reverse transcriptase in RT-PCR. All samples were assayed at least in duplicate. Scale bar Z 50 mm (B).

Phenotypic Variation in COX Deficiency
respiratory chain complex components (Figure 2A); it was
consistent with the results of immunocytochemistry against
both COX structural subunits of mtDNA-encoded MT-CO1
and nDNA-encoded COX4 (Figure 2B). In fact, signifi-
cantly lower protein expression levels of several COX
structural subunits were confirmed only in Patients 5 and 6
when compared with controls and the other patients
The American Journal of Pathology - ajp.amjpathol.org
exhibiting stable COX holoenzyme organization
(Figure 2C). However, no significant alteration in mRNA
expression levels was observed in all patients when
compared with controls (Figure 2D). These results suggest
that COX holoenzyme disorganization, found only in Pa-
tients 5 and 6, originates in the decreased protein levels, but
not in mRNA levels, of each COX structural subunit.
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Severely Impaired COX Holoenzyme Integrity Triggers
the Deteriorated Mitochondrial and Cellular
Homeostasis, but Does Not Affect Skeletal Muscle
Development

To further investigate the influences of severely impaired
COX holoenzyme integrity on mitochondrial and cellular
homeostasis, we added cell-based functional analysis in all
patients. The decreased ATP level was observed only in
Patients 5 and 6 as COX defect (þ) when compared with
controls and the other patients exhibiting stable COX
holoenzyme organization (Figure 3A). Interestingly, the
increased oxidative stress level (Figure 3, B and D) and the
damaged membrane potential level (Figure 3, C and E) were
Figure 3 Severely impaired COX holoenzyme integrity triggers mitochondrial d
and harvested myoblasts of both controls (Ctrl) and patients. All samples were m
activity and oxidative stress [reactive oxygen species (ROS)] level for cultured my
duplicate and averaged. C: Relationship between COX activity and membrane pote
samples were measured at least in duplicate and averaged. D: Representative ima
for cultured myoblasts of both controls and patients. Cell nuclei were costained
localization of JC-1 monomer (green) or aggregates (red) for cultured myoblasts o
(blue). The error bars indicate means � SD of controls (AeC). n Z 10 (AeC, con
bars Z 50 mm (D and E).
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both markedly detected only in Patients 5 and 6 as COX
defect (þ), whereas the other patients showed no significant
alteration in mitochondrial functions when compared with
those of controls. These results demonstrate that COX
holoenzyme disorganization can strongly induce several
mitochondrial dysfunctions.
Among patients’ myoblast lines, Patients 5 and 6 as COX

defect (þ) exhibited significantly deteriorated proliferative
potential in living cells (Figure 4A); it was consistent with
the results of growth rate (Figure 4B) and doubling time
(Figure 4B). Remarkably, some senescence-associated
b-galactosidaseepositive senescent cells (Figure 4C) and
caspase 3epositive apoptotic cells (Figure 4D) were also
detected only in Patients 5 and 6 as COX defect (þ), even
ysfunctions. A: Relationship between COX activity and ATP level for cultured
easured at least in duplicate and averaged. B: Relationship between COX

oblasts of both controls and patients. All samples were measured at least in
ntial (DJm) level for cultured myoblasts of both controls and patients. All
ges of the intracellular localization of MitoTracker (green) or MitoSOX (red)
with Hoechst 33342 (blue). E: Representative images of the intracellular
f both controls and patients. Cell nuclei were costained with Hoechst 33342
trols); n Z 5 [AeC, COX defect (�)]; n Z 2 [AeC, COX defect (þ)]. Scale
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Figure 4 Severely impaired COX holoenzyme integrity also induces cellular dysfunctions, but does not affect skeletal muscle development. A: Relationship
between COX activity and cellular proliferation potential (bromodeoxyuridine assay) for cultured myoblasts of both controls (Ctrl) and patients. All samples were
measured at least in duplicate and averaged. B: Cellular growth rate for cultured myoblasts of both controls and Patients 5 and 6 as COX defect (þ). The
estimated doubling time in each sample was also shown. All samples were measured at least in duplicate and averaged. C: Representative images of cellular
senescence for cultured myoblasts of both controls and patients. Arrowheads indicate senescence-associated b-galactosidase (SA-b-gal)epositive senescent
cells. All samples were stained simultaneously with the same period. D: Representative images of apoptotic cell death for cultured myoblasts of both controls and
patients. Arrowheads indicate caspase 3epositive apoptotic cells (green). Cell nuclei were costained with Hoechst 33342 (blue). E: Representative images of
immunocytochemistry against skeletal muscle tissueespecific markers of myogenin (MYOG) and actin, a 1, skeletal muscle (ACTA1) for differentiated myotubes
of both controls and patients. On MYOG immunostaining, mitochondria were costained with MitoTracker (green). On ACTA1 immunostaining, cell nuclei were
costained with Hoechst 33342 (blue). The error bars indicate means� SD of controls (A and B). nZ 10 (A and B, controls); nZ 5 [A, COX defect (�)]; nZ 2
[A and B, COX defect (þ)]. Scale bars Z 50 mm (CeE).

Phenotypic Variation in COX Deficiency
under stable cell growth condition. Nevertheless, no
apparent difference in in vitro differentiation propensity of
myoblasts into myotubes was confirmed in all patients when
compared with controls, which was determined by the
results of immunocytochemistry against skeletal muscle
tissue-specific markers of myogenin and actin, a 1, skeletal
muscle (Figure 4E). These results demonstrate that mito-
chondrial dysfunctions triggered by COX holoenzyme
disorganization can induce widespread cellular dysfunc-
tions, but cannot affect skeletal muscle development in
patients. The data presenting mitochondrial and cellular
The American Journal of Pathology - ajp.amjpathol.org
biochemical diagnosis in each patient are summarized
in Table 1.

Discussion

In this study, we characterized disease phenotypic differ-
ences among patients exhibiting mitochondrial diseases
with muscle histopathological COX deficiency by using a
comprehensive functional analysis in mitochondria and
cells. We demonstrated that widespread mitochondrial and
cellular dysfunctions were actually dominated, at least in
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Table 1 Mitochondrial and Cellular Biochemical Diagnosis in Each Patient with Muscle Histopathological COX Deficiency

Patient no. COX function*
COX
structure ATP level* ROS level* DJm level*

Cellular
proliferation*

Cellular
senescence

Cellular
apoptosis

Cellular
differentiation

10 Controls 100.0 � 27.2 Normal 100.0 � 10.3 100.0 � 12.2 100.0 � 11.2 100.0 � 3.9 ND ND Normal
1 26.5 Normal 100.2 162.5 92.5 83.1 ND ND Normal
2 46.4 Normal 104.8 149.6 93.9 77.3 ND ND Normal
3 51.5 Normal 130.2 122.6 117.6 89.8 ND ND Normal
4 25.6 Normal 92.6 168.2 92.3 78.1 ND ND Normal
5 14.3 ND 70.7 248.9 31.1 32.5 Detected Detected Normal
6 17.1 ND 54.4 269.8 25.6 29.1 Detected Detected Normal
7 66.9 Normal 109.7 115.2 120.8 96.0 ND ND Normal

COX, cytochrome c oxidase; ND, not detected; ROS, reactive oxygen species; DJm, membrane potential.
*Values are expressed as the percentage against the mean value of 10 controls.

Hatakeyama and Goto
part, by the aberrant COX holoenzyme organization,
possibly underlying the variation and the severity in clinical
phenotypes of patients. According to these results, we also
think it reasonable to classify two obviously different
severities in molecular diagnostic criteria of COX deficiency
(Figure 5): structurally stable, but functionally mild/mod-
erate defect and severe functional defect with the disrupted
COX holoenzyme structure, followed by several mito-
chondrial and cellular dysfunctions. Patients 5 and 6 are
Figure 5 Mitochondrial and cellular phenotypic variation in COX deficiency: A gr
two obviously different severities in molecular diagnostic criteria of COX deficienc
and right column, severe functional defect with the disrupted COX holoenzyme st
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categorized as histopathologically and biochemically severe
COX deficiency because of COX holoenzyme disorgani-
zation, which must be caused by genetic defects in COX-
associating genes. On the other hand, the other patients
may be affected by functional abnormality of COX holo-
enzyme itself or by other unknown physiological abnor-
malities to apparently induce muscle histopathological COX
deficiency as secondary clinical phenotypes. In these cases,
it is speculated that disease-causative mutations of muscle
aphical summary. Our in vitro diagnostic approaches successfully demonstrate
y: left column, structurally stable, but functionally mild/moderate defect;
ructure, followed by several mitochondrial and cellular dysfunctions.
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histopathological COX deficiency patients exhibiting stable
COX holoenzyme organization may be in noneCOX-
associating genes. Therefore, our proposed molecular
diagnostic criteria would also be suggestive for effectively
exploring the candidate genes, which are responsible
for patient-specific pathology, by using next-generation
sequencing technology.

The molecular pathomechanism of biochemically severe
COX deficiency is summarized as follows: Genetic defects
in any COX-associating genes can induce the aberrant COX
holoenzyme organization,1 and the synthesized but the un-
assembled COX structural subunits are gradually degraded
by some mitochondrial metalloproteases to prevent their
accumulation in mitochondrial inner membrane.18 That is
why lower protein expression levels of several COX struc-
tural subunits, despite their stable mRNA syntheses, were
observed only in Patients 5 and 6 lacking COX holoenzyme.
COX holoenzyme disorganization can induce not only its
severe functional defect but also the diminished assembly to
form COX-containing respiratory chain supramolecular
architectures. In fact, the importance of COX holoenzyme in
respiratory chain supercomplexes has been reported,19 and
the optimized protein ratio of each respiratory chain com-
plex is critical for their supramolecular assembly formation,
allowing much higher electron transfer rates in mitochon-
drial oxidative phosphorylation.20 Thus, significant loss of
COX holoenzyme induces drastically decreased activity in
the production of ATP and thermal energy caused by an
insufficient proton electrochemical gradient between mito-
chondrial matrix and intermembrane space. Mitochondrial
respiratory chain complexes are also generally known to
increase oxidative stress with their functional defects, and in
this case, severely impaired COX holoenzyme integrity
seems most likely to affect the increased oxidative stress
level. To date, it still remains uncertain whether approxi-
mately 2.5-fold increase of oxidative stress level observed
only in Patients 5 and 6 lacking COX holoenzyme is sub-
stantially harmful in in vivo mitochondrial physiology.
However, the increased oxidative stress level may trigger
the accumulated oxidative damages to other mitochondrial
enzymes, substrates, lipids, and mtDNA, all of which lead to
the depressed overall mitochondrial functions and induce
premature senescence at a cell level. In addition, the
damaged membrane potential level implies two major
mitochondrial abnormalities: transport machinery defects of
proteins and substrates essential for mitochondrial biogen-
esis and bioenergetics and the accelerated leak of freely
mobile cytochrome c molecules, as a caspase activator, in
mitochondrial electron transport system, followed by the
induced apoptotic signaling. Therefore, widespread cellular
dysfunctions, including the deteriorated cellular growth, the
accelerated cellular senescence, and the induced apoptotic
cell death, all of which were observed only in Patients 5 and
6, are clearly explained by primary COX holoenzyme
disorganization and the following secondary mitochondrial
dysfunctions.
The American Journal of Pathology - ajp.amjpathol.org
The relationships between the molecular abnormalities in
mitochondrial respiratory chain complexes and their nega-
tive contributions to mitochondrial and cellular functions
have been proved to be essential for better understandings in
mitochondrial medicine. In particular, most parts of mito-
chondrial diseases are caused by heteroplasmic mutations in
mtDNA (wild-type mtDNA and mutant mtDNA coexist
within a single cell) and present a wide variety of clinical
spectrum among patients, probably because of variations in
mutant mtDNA proportions at each tissue and organ level.
To date, patients’ fibroblasts are mainly used for biochem-
ical analysis. However, such fibroblasts do not always
exhibit mitochondrial respiratory defects, most likely
because of relatively lower mutant mtDNA proportions than
those in the affected tissues and organs of some patients.
Although this study does not include mitochondrial disease
patients with muscle histopathological COX deficiency,
those carrying heteroplasmic mtDNA mutations, our in vitro
diagnostic approaches by using patients’ myoblasts may be
more advantageous, because cells derived from the affected
tissues and organs can faithfully recapitulate their cell
typeespecific pathophysiology in a patient-specific manner.
We also believe the use of nonviral, integration-free cellular
reprogramming technology21,22 to generate disease-relevant
induced pluripotent stem cells from patients’ fibroblasts or
peripheral blood cells can greatly help us to identify bona
fide pathomechanism of complex, severe clinical pheno-
types in mitochondrial diseases with multiple organ
involvements. In fact, several groups and we have recently
reported patient-specific induced pluripotent stem cells,
those carrying various types of pathogenic mutant mtDNAs
as in vitro human mitochondrial disease models,23e29

toward possible applications in induced pluripotent stem
cellebased drug discovery and regenerative therapeutics.30

Conclusions

Our cell-based in vitro diagnostic approaches documented
herein would hold promise for enormous contributions to
clinical research for future personalized medicine, which is
based on the intrinsic molecular and cellular pathogenic
features of each patient exhibiting various types of mito-
chondrial diseases, including other respiratory chain com-
plex deficiencies and other mitochondrial metabolic enzyme
deficiencies.
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