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ccggeagetgeggegteccgactecegagategtetgecacactgecageccactacegeecgaggacgecgecaggacageaagecttgeegtgeccaccecacgeccteagecagal
atgtaccgtgetgectecctectecggetgeccgegactegeegggeagtecageacctgacggegaggagetacgecaaggacgtcaagtteggetecgaggtgegggecatgatgetg
MY RAASLLIRLZPATRRAVYQHLTARSYAIKTDVKTFSGSEVRAMML
cagggcgtcegacgtgetgacagacgeecgtggecgtcaccatgggecccaagggacgecaacgtcatcattgagecagagetggggeagecctaagatcaccaaggacggagtgacggtggea
QGVvVDVLTDAVAVTMGPKGRNVYVYITITEQSWSGSPIKTITI KDGVTVA
aaggctgtggagectgaaggacaagtttcagaacattggtgecaagetggtgecaggatgtggecaacaacaccaacgaggaggeeggtgacggeaccaccaccgecaccgtgetggeeege
K AV ELZ KDI KT FQNTIGAKTLVQDVANNTNETEAGDG GTTTATVL AR
accatcgccaaggagggcttcgacagaatcagcaagggagcaaacccaattgaaatcaggegaggtgtgatgetggecgttgatgecagtcattgaacacctgegtacteteteecegecag
T 1 AKEGFDRTISKGANPTETRRGVMLAVDAVIEHTLT RTTLSRAQ
gtgaccactcctgaggagattgectcaggtggecacaatctetgecaatggtgacagtgaagtgggecagetecatttetgeagecatggaaaaggttggecgtaatggtgtecatcacggte
v TTPETETAQVATTISANGDS SEVGQLTISAAMET KV VGRNGVITV
aaggatggcaagacacttaaggatgagctggaggtcattgagggecatgaagtttgacaggggttacatctecccatatttecatcaacacctcaaagggtgcaaaggtggagtaccaggat
K DGKTLIEXKXDELEVIEGME KT FDIRGYTSPYFTINTSI KS GAZ KVEYA QD
gcecettagtecttttgtecgagaaaaaaatctectecattcaateccatcateccagecactggagattgecaaccagecagaggaagectetgetgatcattgetgaggatgtggacggtgag
ALVLLSEZ KIEKTISSTAQSTTPALETIAN QQRT K®PLTLTITIAEDUVDSGE
gegetgagecaccttggtggtgaategectcaagattggectecagattgetgetgtcaaggecccaggetttggggacaaccgecaaaaacaccattcaggacattgecattgecacaggt
ALSTLVVNRLTE KTIGLA QTIAAVKAPGFG GDNTRIEKNTTIQDTIATIATSG
gctctegtcttcaatgacgaggccagecatggttaaaatggaggatgtgecaggtacatgaccttggecatggtgggggaggtgecagatcaccaaggatgacacactgetgetgaaaggecaag
AL VF NDEASMYVYKMEDVQVHDLGMYGEVQTITZXDDTTLTLTLZKSGHK
ggcaagtcgtcagacattgagaggcgagtcaaccagatcagggagcagattgaggatagcaactcagagtatgagaaggagaagatgcaggaacgaatggeccgactgtccaacggagtyg
G KSSDIERRVNQIIREA® QTIZEDSNSEYETI KEZ KMQET RMARTLSNGYV
getgtggtgaaggttggeggetecatecgaggtggaggtcaatgagaagaaggacegtgtgaatgatgetetttgtgecaceegtgeagecategaggaaggeattgttectggtggtgge
AV VKVGGSSEVEVNEZI KT KD RVNDALTC CATI RAATEEGTIVPGGSG
gtggeectectecgetgectecctgecctggageagetcacceccagecaatgaagaccagaagatgggeattgacatecatecgeaaggecatcecaggacceeegtgecacaccategteace
vVvALLRCLPALEQLTPANED QEKMGIDTITITZREKATIZRTZ®PCHTTIUVT
aatgcaggcattgatgecggetgtcatcgtcaacaaggtggaggaggcaacaggtgataatggetatgatgetgecactgggaaatttgtcaaccttgtggaggegggaatcattgaccca
NAGIDAAV I VNIKVEEATGDNGYDAATGI KT FVNILVEAGTITIDTP
accaaggtggtgcgcacagecctcactgatgcagecaggagtcgectctetgttgaccacagecgaggeggtcatcacagagatcccgaaggaggagecggeeggtggtggaatgggegge
T KVVRTALTDAAGVASLLTTAEAVITETIPIKETEPASGGSGMGEG
atgggtgggatgggaggaatggggggcatgggagggatgggtggecatgatgtgagattecttatcattaagttaagatgecaattgttgggtgtttteccagggtggettgatgeagtatg
M6 G MG G6 MGG MGG MGG MM *
ttattggtgaatgagagctcctttcatctaaccagecagetagggtccagggecattaccatgttectataatgttggaggaagecagtttcattttgaaggacttatcatteccaaagtget

getgtgetggtgacattatccattatttcatcttcataccttcataaccatgtatgtgactecgtgtaatcggtctgacaataggtaataagtgtttcatgtacaaagtgtagatacacac

aaaatgtagataattttgttatcctcaagaagtgtttataatattaattaaatgagtttttgatcaaaaaaaaaaaaaaaaaaaaaaaaaa

Fig. S1 Nucleotide sequence of the cDNA encoding EsHSP60 and its deduced amino acid
sequence. The nucleotide sequence is numbered from the 5’ end, and the amino acid code is
presented below the corresponding codon. The sequence contains a 25 amino acid extension
at the N terminus (indicated by light gray). The classical mt-HSP60 signature motifs are
underlined. The ATP-binding motif is bold. The typical GGM repeat motif at the C terminus
is in italics.



S pavamsmosain (MSI74967)  MNYRAASLLRLPASRRVAQHLAARSYAKDVKFGSEVRANILAGVDVL TDAVAVTHGPKGRNVI IEQSYS SPK I TKDG VTVAK AVELKDKFQNIGAKLVQDVANNTNEEAGDG TTTATVLAR 120
P trituberculatus (AFA36427) NYRAASLLRLPASRQVFQRLATRSYAKDVKFGSEVRANMLAGVDVL TDAVAYTHGPKGRIVIDQSYG SEK T TKDGVTVAK AVELKDKFQNIGAKL VQDVANNTNEEAGDG TTTATVLAR 120
¥ japonicus (AGDT9950) MHRAASLLRTPVARQATRYCLARHY AKDVKFG TEVRALMLAG VDVL TDAVAY TH; PRGRIVI EQSYG SPK I TKDG VTV AK AVEL KDKFQNIGAKL VQDVANNTNEEAGDG TTTATVLAR 120
L vannawei (ACN30235) MHRAASLLRTPVARQATRHYLARHY AKDVKFG TEVRALMLAG VDVL TDAVAY THGPRGRINVI EQSYG SPK T TRDG VTV AK AVEL KDK SQNTGAKL VQDVANNTNEEAGDG TTTATVLAR 120
E sinensis (KP642083) MYRAASLLRLPATRRAVQHL TARSYAKDVKFG SEVRANNLAG VDVL TDAVAY THGPKGRNVI IEQSYS SPK T TKDG VTVAK AVELKDKFQNIGAKL VQDVANNTNEEAGDG TTTATVLAR 120
*:okkkookkok k- ok N * LRk
S, paramemosain (G174967)  TIAKEGFDRISKGANPIEIRRGVMLAVEAIIDHLRSLSRQVTTPAEITQVATISANGDHEVGEL ISAAMEK VGRNGVITVEDGK TLKDELEVIEGNKFDRG TISPYF INTAKGAKVEYQD 240
P trituberculatus (AFA36427) TIAKEGFDKISKGANPYVEIRRSVINLAVEAVIDHLRSLSRQVTTFVELAQVATISANGDIEVGELISAANEK VGREGVITVEDGK TLKDELEVIEGIKFDRS Y ISPYF INTAKGAKVEYQD 240
¥ japonicus (AGDT9959) TLAKEGFEK TSKG ANP VEIRRG VIBAVD ATVDHLK TLSKFVT TPAE TAQVATISANGD TEVGNLIS AANEK VGREGVI TVKDGK TLKDELEVIEGNKFDRS TISP F INSSKGAKVEYQD 240
L vannawei (MCN30235) TIAKEGFDRSKG ANPVEIRFGVNL AVDATVAHLK TLSKPVT TPAE TAQVATISANGD TEVG SLIS AAMEK VGREGVI TVKDGK TLKDELEVIEGIKFDRG TISPYF INSSKGAKVEYQG 240
E sinensis (KP642083) TIAKEGFDRISKG ANP IE TRRS VL AVDAVIEHLR TLSRQVT TPEE TAQVAT IS ANGDSEVG QL IS AAMEK VGRNGVI TVDGK TLKDELEVIEGIKFDRS TISPYF INTSKGAKVEYQD 240
AkokokkoRok: - kokkoRRR ok - RokokoRk oK ok K Rk ok Rokokk Kok Kok
S, paramsmosain (GI74967)  ALVILSERKISSIQSITPALETANAQRKPLLITAEDVDGEALSTLVVNRLKIGLOTAAVKAPGFGDNRKNT IQDIATATGALVFNDEASHVE TEDVQVHDLGMVGEVQITKDDILLLKGK 360
P trituberculatus (AFA36427) ALVLLSEKKISSIQSIIPALETANAQRKPLLIIAEDVDGEALSTLVVNRLK IGLQVAAVKAPGFGDNRKNTLGDTATATGAL VFNDEASNVK IEDVQARDLGNVGEQITKDDILLLKGK 360
¥ japonicus (AGDT9959) CLVLLSEKKISSIQSIIFVLEL ANAQRKPLLITAED IDGEALSTLVVNRLK IGLQVAAVK APGFGDIRKNTLEDI ATATGATVFNDE ASMVK IEDVQVHDLGQVGEVQITKDDILILKGK 360
L vannamei (MCN30235) CLVLLSEKKISSIQSTIPVLEL ANAQRKPLLITAED TVGEAL STLVVNRLK IGLQVAAVK APGFGDIRKNTLEDI ATATGAVVFNDE ASMVK IEDVQVHDLGQVGEVQITKDDILLLKGK 360
E sinensis (KP642083) ALVLLSEKKISSIQSTIPALET ANJQRKPLL 1T AEDVDGEAL STLVVNRLK IGLQT AAVK APGFGDIRKNT IQDI ATATGAL VFNDE ASMVKNEDVQVHDLGMVGEWQITKDDILLLKGK 360
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S pavamamosain (MSI74967)  GKSSDIERRINJIREQIEDSNSEYEKEKMQERMARLSNGVAVVKVGGSSEVEVNEKKDRVIDALCATRAATERG TVPGGGVALLRCLP ALDNVKP ANEDQKNGYDI IRKAIRTPCHIIVS 480
P trituberculatus (AFA36427) GKSSDIERRIGQIREQIEDSNSEYEKEKNQERMARL SNGVAVVKVGGSSEVEVNEKKDRVIDALCATRAAVEES IVPGGGVALLRCLPALDAVK AANEDQK IGVDTIRKATRTPCYTIV 480
¥ japonicus (AGDT9959) GNSSDIHRRVEQTKDQIAESSSEYEKEKNQERIARL ASG VAVVKVGGS SEVE VREKKDRVRD AL CATRAAVEES TVPGGGVALTRCLP ALEATAP ANDDQK VG IETVRKATQTPCHTTAS 480
L vennamei (ACN30235) GNSSDIGRRYDAIKDQIADSSSEYEKEKNQERIARL ASG VAVVKVGGS SEVEVNEKKDRVIDAL C A TR AAVEES TVPGGGVALTRCLPALD TITP SNEDQKVGIETVRKATQTPCHTTAS 480
E sinensis (KP642083) GKSSDIERRVNAIREQIEDSHSE EKEKNQERIARL SHG VAVVKVGGS SEVEVNEKKDRVIDAL CATRAATERS TVPGGGVALLRCLPALEQLTP ANEDQKMGID T IRKATRTPCHTIVT 480
ESELC IR S T SRR T IR N 222 2 2 S ESEZ - SESRESES 2 SRR N
S pavamamosain (MSI74967)  NAGIDAAVIVNKVEEATGDYGYDAANGTFVNLVEAGIIDPTKVVRSALTDAAGVASLL TTAESVITEIPKEEPAS —G~ W56 MGG MG MG HEGHAGHI 576
P trituberculatus (AFA36427) NAGVDAAVIVNKVEEATGDYGYDAANGTFVNLVEAG IIDPTKVVRTAL TDAAGVASLLTTAESVI TEIPKEEPAG —G6 M55 oG 5 G GG MG HEGHY 517
¥ japonicus (AGDT9950) TG VDASVIVIKVHEATGDNGYDAATGTFVNL VEAG TIDFTKVVRTAL TDAAGVASLL T TAETVI TEIPKEEPAGS HEG HF G MG HE G MG HAC HEGHI 579
L vannamei (ACN30235) 4G VNASYTVNK VIE ASS DVGYDAATGTFVNLVEAG TIDPTK VYR TAL TDAAGVASLL T TAESVT TEIPKEEPAG ~HE 6 HE G HAG HE G HOS HS MG HH 578
E sinensis (KP642083) TG IDAAVTVNK VEE ATG DNGYDAATGKF VL VEAG TIDPTK VYR TAL TDAAGVASLL T TAEAVT TETPKEEPAG —E 6 56 HAG HF G HAG MG HEGHY 577
SR RRRRROR Kok Kok koK K *

Fig. S2 Multiple alignment of EsHSP60 amino acid sequence with other crustacean
homologues: Scylla paramamosain HSP60 (AGI74967), Portunus trituberculatus HSP60
(AFA36427), Macrophthalmus japonicus HSP60 (AGD79959), Litopenaeus vannamei
HSP60 (ACN30235). Identical (*) and similar (. or :) amino acid residues are indicated. Gaps
(-) were introduced to maximize the alignment. The mitochondrial targeting signal sequence
indicated by light gray. The ATP-binding motif is bold. The classical mt-HSP60 signature
motifs are underlined. The typical GGM repeat motif is in italics.



