Supplementary Figure S1 The complete ORFs and deduced amino acid sequences of
Csfoxola, Csfoxo3a, Csfoxo3b Csfoxo4 Csfoxo6and Csfoxola-like.

Csfoxola

1 ATGGCGGAMGCGGCGCAGCAGCAGCATCAGCCACACCTGG TGGACAT TGACCCGGATTTTGAACCCCTTTCGCGGCCGCGCTCCTGCACT
1 M A E A AQQQ HQPHLVYDIDPDFEPL SR RPRTSTCT
91 TGGCCCCTGCCCCOGCCEGAGTTCE TTAMCCCEGECCATTCTAACACATCATCACCGG TCCCCTCCO TCARGCAGGAGCCCGCCGGTAAC
31 ¥PLPRPETFV VYUNPGDSMNHNTSSPVPSYVEKQETFPALGH
181 CCCGACTTCATCAACAACCTTAGTCTGTTGGAGGAGAGCG AGGACTTGGAGGAGCACAAGCCCG TCCTCCTGTGCGCTGACGGTTTTCAG
61 P DFINUNTVLZ STV LTLYETET SETDLTEEHTE KTPTVLILTCUALATDTGTF Q
271 TGTCAGGAGAACTGCGTCCAGCAGCAACAACCTCTACAGCAGCAACATCAGCAACAACTCCCGCATCACCAGCAGCATCAGCACCATCAC
91 CQENCVYVYQQQQPLQQQ@HQQQLPHEHEOQHQHHH
361 CACCAGCAGCAGCAGCAGCAGGTGGCTCTTICTCTCCTCACCGGTTGGTTCTTCG TCCTCTGCGGCCECAGCTGCCGCCECTGCTGCCCAG
121 HQ Q@ @ @ @ g Y ALL S SPVY G S S S S A A LA ALAALLADRQ
451 AGGAAGAGCAGCTCCTCACGGCGGALCCCGTGGGGEAMCATG TCATATCCAGACCTCATCACCAAACCTATTGAMAGTTCTCCCG ALALL
151 R KSSSSRRNAWVWGNNSTY ADLTITZE KA ATIETSTSTPEHTHK
541 CGTCTGACTCTGTCCCAGATCTATGACTGGATGG TCAAGAG TG TGCCATATTTCAAGGAT ALAGGGGACAGCAACAGCTCTGCAGGATGS
181 R L TITLSQ I YD WMV XK S VPTYFI KTDIEKTGTDSUNTZGSS S AGW
631 AAGAACTCCATTAGACACAACCTGTCACTGCACAGCCGCTTTATCCGCGTTCAGAATGAAGGGACGCGARAAAGCTCCTGGTGGATGTTA
211 ENSIRHUNLS SLHSETFTIRYQNET GTS®GEK? SSWWNL
721 ABCCCAGAAGGTGGGAAGAG TGGGAAG TCACCACG ACGCAGAGCTGCCTCTATGGACAACAACAGCAAG TTCAGCAALAGCAGAGGAAGA
241 N PEGGIE KT SGEKS?PUREERUSALASM®KNDNINSI KT FSEKSEREGTR
811 GCAGCAAAGAAAAAGCTCTCCCTACAGGG TGGTCCTGACGGAGG TGCTGACAGCCCTGGCTCCTACTCTAAGTGGCCCGGAAGCCCCAAT
271 L 4 KK ELSLOQGGPDGGSGAD SPGSYSEKUWPGSPHN
901 TCACACAGCAACGACGACTTTGAGGCATGGAACAGCTTCAGGTCTCGGGCCAGCTCTAATGCTAGCACTCTGAGTGGCCGCCTGTCACCT
301 S HS NDDFEALWNSFRSRASSNASTLSOGRILTSP
991 TTTGTGCCTCAGGACCATCTTGG TCAGGGGCAAGTCCATATGGG TTATCCAGGAGCACCTCG AACCAMMATGACATCCACACTCCCAAGT
331 FVYPEDDLSGESGEVHNXGYUPGAPGTTEKMNMTSTLTPS
1081 CTGACAGAGATGACTGGAACTCTGGCACACAGTTCTCAGAATG TGATGGAGAATCTT TTGGACAACC TASATTTGC TCTCACCCAACAAT
361 L TENTGTLGHSSEUNVYVYMNMNEU NLTLTDU NILI NLTLTSTPUHNHN
1171 TCTCAGGTCGGTGCAGG TGCAACCAGCCCTGGCTCATCCCAGTCGTCCCCGTCTCCTATGATGCAGCCCAGCCCCGGCTACCCTGCTTAC
301 s Q V6 a6 a4 TSPGS S QS SPSPNENNQPSPGYP AT
1261 AGCTCTGCCAGCATGGCCTCACAGCCTCAMCAGGAGTATCGGALATG TGGG TACGGACAACCTCCAATGAACAGCCTGCCATCTATGCCA
421 S 5 & 5 M A SQPQQ EYREKTCSGYGQ PG MNNTSLPSNKP
1351 CTGCAACCACTGCCAGAGAGCAAGCCCAGTTTTG TATCAGG TATGGG TCAG TACAGCTGCCCAGCTGGGCTGCTGAAGGAGCTGCTAACT
451 Lq@QPLPETSEKPSFVSGNGQQYSCPAGLTLTETETLTLT
1441 TCAGACAGTGACCAGCACGGAGAGCTGATGCCATCAGTGGACACTGTTG TG TCTCAG TCCACAGGAAGCTGCATGCTGCCGCCTTACAGT
481 5 DS DQHGELMNEPSVYVDTVYVY SQ 5TOGSCNLUPFPTS
1531 AGCAGTCAGCATGCACCCAMACTCATGAGTGGAGGGAACGG TCACATGCATGCTCTG TCTCACGG TCACACTCACAGTG TGCACAACCAG
511 $ 5SQHAPEKLMNMSGGNGHMNMEHEALSHOGHTHSVHER=Q
1621 GCTAAGAATGGCCG TTTGCTAATG TCGCTCCACGE TGGAGGCAGCGCCCATTIGCCTGCAACCAAAAGCCCAATGCAGATG TCATATGGT
541 4 XK NG RLULMNXSLHGGGS A& HLPATIE KT SPM®NQQNS TG
1711 ATATCCAG TCACCACGGAGGGGGAGGCATGCCGGGGGGCTTCTG TCCTCTCAACACARATGGATATGG TCGACTIGGGCCAATGCTGCCA
571 I S SHHGGGEGGNPGGFCPLNTDNGTYGRLGPMNLP
1801 TCACACCCAGAGAAGCTCCCCAGCGACTTGGACGACATGTCCATAGAGAAGTTCCAGTTTGACATGGAGACTGTTCTCCATGACACTCTG
601 S HPEEKLPSDLDDMNXSTIETE KTFETFTDNETT VILUHTDTTL
1891 ATGGATGGGGACTCTCTTGATTTCAACTTIGAACCAATGG TTACACCTCAAGG TTTTACCCACGGGG TTAAGACCACCACACACAGCTGG
631 mDpDGeGDSLDFNFEPNYTPQGFTHSGYEXKTTTHTSW
1981 GTGTCAGGATAG

661 ¥ S G *

Csfoxo3a

1 ATGGCCGAGGCGACGAGCGTCGAAAACGAGCCCCCTCTGAAGG TGGAGATCGACCCGGATTTTGAGCC TCAGAAGCGACCACGCTCCTGC
1 M A E ATSVEUNEPFPLIEKTYETITDTPTDTFETZP® QEKTRTPTRTSTC
91 ACTTGGCCGCTGCCCCG TCCGGAG TCCGG TCCGGGCALACCCOGGACCAATCACACTGACG TAATCCCTCAAG AAGATCATCATG AGCAG
31 T¥PLPRPESGALGXKPGTHNTDTDVIPETETDTDTDTEE
181 GAGGATGGAGGAGGAGGAGCTGCTCACAAAGCCAGCGCTGG TGTAAG TAAACCGCGGGAGTTGAGCTGCAGCAGCAGCGGGGGCTTCAGC
61 EDGGGG A AHEKAS AGYVY SEKXKPRETLTSTCSSSGEGEF S
271 TCCGTCTCCCAGCCAG TCGAGE TCCAGCGCGGCCCCCOGALAGAGG AMC TCATCGACGECTCCCCTTCCTCGGCTCAGCAGACCCCGGCT
91 S ¥VSQPVEVeQ RGPZREKEETLTIDGSUPS S S AQQTP A
361 GCGGCTCTGAGCGGCTCTGCCTCCCAGCAGCTGAGAAAGTCCTCCGCCCGCAGAAMCGCCTGGGGCAACTATTCCTATGCAGACCTALTC
121 A AL SG S A SQQLZREKSSARRDNAYGNTYSY ADTLTI
451 ACCCAGGCCATCGAGAGCTCCCCGGAG AMACGACTGACCTTGTCCCAGATCTACGACTGGATCGTGAGATC TG TACCG TACTTCARGGAC
151 T Q A I ESSPEZEKRLTLZSQTITYDUWMVYRZSVPTYTFTZEKTD
541 ALAGGCGACAGCAACAGCTCTGCAGGCTGGAAGAATTCCATCCGACACAACTTG TCACTGCACAGCCGTTTTIGTCAAAGTTCAAAATGAA
181 KG6¢GDSNSS AGWEDNSTIRHENLSLHEHSRTFTVTETYQDNE
631 GGCACAGGGARMAGTTCCTGGTGCATGG TCAACCCAGAAGGCGGCALAGGAGGGARAGC TCCACG TCGCCGGGCCETATCGATGGATALC
211 G T 6K 5 S5 WWMVNPETGSGEKET GSGEKAPIRTERRGALAYSNKDHN
721 AGTAMATACATCARAGGAGCTCGAGGACGAGCCACCAAGAAAMAAGCCTCACTGCAGGCGGCTCAAGATGGCAGCTCTGAAAGCTCCTCC
241 S KYIEKGARGERATTE KT KT K ALSLQALAQDG S S ES S S
g11 AGCCTCTCAAAATGGACAGGAAG TCCAACCTCCCGAAGTAG TGACGAGC TGGATGCCTGGACGGACT TCCGCTCCAGGACAAATTCTAAT
271 s L SEKWw¥T1T6 S5 PTSRKSSDELTDOAWTDTFZRZ SRETUHNSH
901 GCCAGCACCCTCAGCGGTCGTCTG TCCCCAATCCTGGCCAACCTGGAGCTGCACGAGG TCCCGGATGATGACTCTCCCCTTTCCCCALTG
301 LA S TLSGRLSPTILANTLETLTDETYZPTDDDSPLSPHN
991 CTGTACTCGAGTCCCAGCAGTATGTCTCCGTCCACTGG TCCCACAGG TCTGTCTGACCTGGCAGG TACCATGAACCTTAMCGATGGTCTC
331 L YsSSsSPSSH®"SPSTGPTOGLSDLAGTNNTLUDNTDTGTL
1081 TCTGACAACCTGATGGACGACCTTTTAGACAATATCAGCCTGACAGCATCCCAGCAGCCTCCTCCTGGAGAGGAAGACAACGGAGTTAAT
361 S PNLNDDLTLIDNTISLTASQQPPPGEETDUNSE GTVHN
1171 GGTCAGGGGAGTTCCCTGTTTACCT TCAGCTGCTCAGGAAGCAACCTGGGAAG TCCCTC TGGCAGCTATGGCTCAAACACTCTTTTCAGT
391 G Q@ ¢S 5LFTFSCSGSNLGSPSGESYGSNTLFS
1261 CCACCTTCCATCACAAGCTTGCGACAG TCACCCATGCAGACCATTCAGGAGAACAAACAGACCACGTTTTCCTGTATCTCACACTTCAGC
421 PP SITSLRSGSPMNQGTTIQEUNZE KXS QQTTTFTZSCTISHTFS
1351 GACCACCAGAGTCTGCAAGACATGCTCAGTCTGGACTCCCCOGGCCACAGCAATG TCCTCCTALCCCAG TCTGACCCTCTGATG TCGCAG
451 D HQ SL QDML SLDSPOGHSUNT YVYLLTQSDPLIMNS S
1441 GCCAGTACCGCCATTGCTCTGCARAACTCTCGCCGALATGCCATGCTOCTGCGCARAGACCACATGCTGATCAGTGCAGGTCAGGCTCAL
481 A 5 T A I ALQNSFRERDNOAZANLLTERIEKTDHMNLTISALZGQARQ
1531 AGCTCTTCAGTGCCTGG TTGGCAMGCTGGCTTG TCALCCTCTGACAGCGATGGCGE TCACCG TCAAGCCAAGAGGCCACTCCTGAAGTCA
511 § 5 SVv¥Y°PGW¥WaQ AGLOSTSDSDGOGHEREMWSAZEKTEPTLTLES
1621 CCCAGCAAGAATGCAGCCTCTATGCAGCTCAGCTCCAGCCAGGACCGCTTTCCAGCCGATCTGGACCTTGATG TG TTTAATGGCAGCCTG
541 P S KNAASMNSQLSS SQDRFPADLTIDTLTDTYTFDNGSL
1711 GACTGTGACATGGACTCTATCAT TCGCAATCAACTGATCG AAGCTGATTCCCTGGACCTCAGCTTCGATTCTTGCCTGACCTCTGC TCAG
671 pcCpDmMDSIIZEKUNETLMEA AWDTCLTDTLT ST FDTSCLT?SAZQ
1801 AATGCCAACARGAGTTCAGGAAGCTTCTCGAGCTCALAACAGACCTCGCCAGARAGCTGGG TGCCAAGCTGA

601 N A NEKSSGSFSSSKQTSPESWVYP S x



Csfoxo3b

1
1

ATGGCTCGGGCTGCECTGECCGACCCAG TGGCEEACTTGGACG TGGCCATCGACCCGGACTTCGAGCCCCAGAAGCGGCCCAGGTCGTGC
¥ ARAALADPY ADLDVYVAIDPDTFEPOEKRPRSLC

a1 ACCTGGCCGCTCCCECCACCTCAGTCCAGCTCCOCCAMACCOCAGACCAACGACACCCATATAATCCCCGAGGAGGAGGACCATC AAGAG

31 T ¥PLPRPESSSAKPETSUNDTITDTITITPETETETDTDEE
181 GACGGTGCCACCACCCCTACGGTCGGCATCGACGGCTCCGGTGTGGCGATCCAGGACCAGAGCAGCAMCAGCCCCGGCGCTGCGGACGGC

61 DA TTPTITVGIDGSGV AIEDOSQSSDNSPGAATDE
27 TCGCTGTCCTCTCCCGECCAGGAG AGCEEAGGCTCCCCGCECTCCTCCCACTCTCCECCGECCACCATAGGCGCACTG ACTCCCAGCAGC

91 5 LSSPGQESGGSPRSSHSPPATTIGALTEPGS S
361 CTGGCCGCTCAGCAGACCCCGAGGAAGGCGTCGTCCCGTCOGAACGCATGGGGGAACCAGTCGTACGCAGACCTGATTACCAAAGCCATC

121 L AAQ@QQTPREKASSEREREREDNAW¥WGNQQS Y ADLTITEKATI
451 GAGAGCTCACCAGAGCAGAGACTGACACTGTCCCAMATTTACCACTGGATGG TGCCAMACATCCCG TACTTCALAGACAAAGGCGACAGC

151 ESSPEQPRLTITLSSQITYDW¥W¥NYVYRNTIPTYTFIEKTDIEKTEGTDS
641 AACAGCTCCGCAGGCTGGAAGAACTCCATCCGACACAACCTTTCCCTCCACAGCCGCTTCATTCGAGTCCAMAATGARAGGAACAGGALAG

181 NsSsS AGWXKNSIRHENLTSLESRTFIRYQQNEGTGEK
631 AGTTCCTGGTCCATCATCAATCCAGALGGAGGAMAAGGCCECAMGGCTCCTCG TCGCCG TCCCE TTTCCATCCACAACAGCAAMCAAGTAC

211 S S V¥YV¥Y®RINPESGSGEKTSGGEXK APRREKUSALAYVY S NDNSUNIEKT
721 ACCAAGCCCGCCGGTGGCCGTGCGGCARARLAG AAGGCGGCGCTGCAMGCCGCAGCCGCTGCAGCTGOGGAMGG TGCAGGAGACAGTCCC

241 T KP AGGRAALAEKIEKEKHSAALLOGQAAALALALAGETSGGEGDSP
811 TCAGGTCTTTCTAAGTCGCCAGGCAGCCCAACGACCCGCAGCACCGAGCACCTCEATG TTTGCACAGACTTCCGCTCTCGTGCCAATTCC

271 S5 ¢L SKWYPGSPTTERSTETDLTDVYW¥TDFRTSEKA ANS
901 AATGCCAGCACTATAAGTGG TCTGGCAAACCCAGAGTTAGACGAGG TGCCCGACGATGAGCCCCCCCTCTCGCCCATGTTTTACTCCAGT

301 NASsSTISGLANPELTPDEVYPDDETPPLSPNRFTYSS
991 CCTGGTAMMGCTTTG TCTCCTCECAMMACCACAACCAG TCGCAMGGCTGCACCGGCCGAGCTGCCGCECCTTCCCEACTTCACGGGTACG

331 PGK AL SPGEKETTTS S GEAALAPAETLPRLADLTGT
1081 ATGAATCTGAATGATGGACTCACAGATGACCTAATGGATGAGTIGCTIGTCAACATCAACCTGG TGCCAACCAGTTCCAGCCAGTCCTCT

361 ¥NWLNDGLTDDILMNMDELLTY¥UHNTINLYPTSSSSQSS
1171 CCAMACGATTCATCAGGGTTCACTTTTGGATCCAMACCCAMCGGGCTIGTCTCAACTTCCGCCATCTCTICTTCATCCTCTAATTCTTGT

381 PND S S5CGFTFGS KPHNGLYVSTS AIS S S S SNSC
1261 CTCTICTTCTAATGGCAATGGCTTCAGTAACTCCATITTTGGGCCCCACACGACGGTTTCTCTTCATCCATCCCCAATGCAGACCATCCAG
421 LSSNGHNGFSNS SIFGPHTTYSLHPSPNQTTIAQ
1351 GAGAMCAAGCAGACCTCCTTICTCCAGCATCTIGTCTAGCTTTGGCAGCCAGACTCTCCAMGATTTGCTCAACTCTGCACAG TCACAGCCAC

451 ENEKQTSF S S5ILSSFGSQTLOQDLLUNSTDSHTESH
1441 AGTGACGTCATGATGACTCAGTCTGACCCGCTGATG TCACAGGCCAGTGCCGCTGCGGTCATG TCCCAGAATTCCCGACGTGGCCTGATG
481 SDVNNXTQ SDPLMNSQAS AALAAYNSQNSREERGSGLHN
1531 CTTCGGGATGATCCCGTCATGACTTTTGGALCAACCAGAGGACTTCAGAGCACCCALAGGCACATGCTCCAG AG TAACAACCACAACCAG

611 LEDDPVNTFGTITTRSGLQS SQREMNTLOGQSHFEDNEHTENA Q
1621 AACTCCCTGAGACCTTTGAATGGAGGCCTCAATCTGGCTAATGAGGCCAACAATCTGGCTAATGTTAAGCAGCAGCTCTTGCTGTCACCC
541 NSLEPLUNGGLUNLUSALNEANUINLANYEQ@qQLTLTLSTFE
1711 TTGGGAGG AMACCGCTCGTCCTCTATGCAGATTGACACCTCCATCTTCCTCAATGG AMCTG TTAGCAACAATGGAGGCATC TG TCAGGAC

571 L¢GNGS S SMQIDTSIFLHNGGTVSNDNGG GTICOQTD
1801 CGATTCCCACAAGATCTGGACTTGGACATGTTCAGTGGTAGCCTGGAGTGTGACATCGACTCCATCATCAGGACTGAGCTGATGGACGCT

601 RFPQ@QDLDLDMNMFSGSLECDNXTDSITIETETLDMNTDA
1891 GATGGCCTGGACTTTAACTITCACTCTATG TCCAACATGAATGGAG TCAGCAACT TCACTAGCACCAATCAGACCTCTCAGAGCTGGGTA
Csfoxo4

1 ATGGATGAGTCG TCGG TGCCGCCGATTCACCCAGATTTCCAACCACAGAGCAGACCCCGCTCCTGCACATGGCCCCTGCCCAGGCCCGAC
1 mDpDESSVPPIDPDFEPQSRPRSCTUW¥PLTPTRTPEPTD
91 ATCTCTACTGTCAAAACGGAG TCCGCGGACGGAGCCGAGTCGGCCGCCGG TACTCCTCCCGCGGACGAGGACAAGGCTGAGCCGCAGCCA
31 I1 5 TY¥ KTEJ S ADGAETSALAGTPPADETDTEXKUALETPG QTP
181 ATCACTTCCGAGCCGGAGAAGGCGG TGACGGCCCCAGCCCAGGCCCCAATCG TCCCTCGAG TGGGCG TACCCGG TTCCACTCCACGCAAL
61 I TSEPETE KLYTALAETGT GTIVAGYSGY?PGSTTPTEREK
27 GGCTCGTCCCGCCECAACGCE TEGGGAAACCAGAGCTATGCAGACCTGATCTG TCAGGCCATAGAGCAATCACCTCATAALAGACTGACC
a1 G 55 RENAWSGNQSY ADLTICGGATIETET STPDEKTE RLT
361 CTGGCTCAGATCTACGAGTGGATGG TGAAGACGG TGCCTTACT TCAGAGACAAAGGAGACAGCAACAGCTCAGCAGGCTGCAAGAACTCC
121 L 4 I YEVW¥NXVYEKTVVPTYTYTFRTDIEKTGDSNSZSS AGWEUNS
451 ATTCGCCACAATTTATCACTCCACAACAAGTTTTTGAGGGTCCACAATGAG TCCACAGGALAGAGCTCCTGG TGGATGCTCAACCCAGAA
151 I RHNLSLUHENEKTFILIERYHDNETSTGE KT SS SWWMNLDNTPE
941 GGAGGCALAACTGGCALAGCACCTCGACGAAGGGCAGCTTCCATCGACAACAGCAG TAAACTG TTALAGAG TCGGATGAGAGCAAAGCAL
181 G G KT«6¢ K L& PRRRALAASNDUHNS S EKELLIE KT SRERMNERALEKAQ
631 ACALLGALACAGGCGGGAG TGGGCAGTGCTGGAGGAGCACTGCAGGG TGATGGGGGCACCGGGTCAGCTGG TGCAGACAGCCCTAACTCA
211 T KKQ A G VG S AGGALOQGDOGGTG S AGADSPNS
721 TCTCAACAGTTTCCTAAATGGGGAG TCAACAGCAG TAGCCCCTCATCTCGCGGCAGCCTGGATGACAG TCACATC TGGACCACGTTCCGT
241 S Q¢ FPEKWGEGYVYNSSSPSSREGSLDD SDNXWTTTFR
811 CCACGCACCAGCTCCAATGCCAGCACTCTTAGCGGACGTCTGTCCCCTATTGCTCCTGGGCAGGAGCAAGATGACAGCCTCCCTGAAGAC
271 PRTSSNASTLSGRLSPIAPGSQEETDTDSLPETD
901 GGGTTGCTGGGCAAGATACGCTGCTAGGAGCCTGAGCCCAAGCCTTGCTCAAACTCTCATGGAGGAACTGGATCTGATCGATGG TCTCACA
301 ¢ LLG&RY LA ALRSLSPSL AETLNXETELTDTLTITDTGTLT
991 TIGATGACTGGGCAGCAGGGAGGGGCCAG TCCCAGCACAGCTCCACCAGCACCCCCCACCCCACTGCCTTCAGCG TCCACCTTACTACCC
331 L ®TGQadé6G A S P ST APPAPPTPLPS A& STLLEP
1081 CGGGGAACCAGCTTCTCCACCTTTCATCAGATGCALMCCTCCAACCTCAAACAGCAGCAGTCCAGCCACACTGCAGCCCAGGCTTCTATC
361 R&¢TSFSTFHQMNQ@TSNLIEKEQ@Q3S3S S HTAAQATSTI
171 CCCCAATGTGGGCCCAG TGGCALAGACCCACCCTCCTTCAGTAACTCCCTCTTCAACCCCATG TCCAACTCTGGG TCTCATGGGAGCAGT
391 PpgcCG6GPSGEDPPSF SNSLFNPMNSDHNSGSHGS S
1261 ACCTACAACACCCATG TGCCCTCATCTCTGGAGGCGCTGCTCACCTCCGACTCCCCTCCTCCCACTGATG TTCTGATGGCOCAGG TCAAC
421 T YNTHYP S SLEUALALLTSDSPPPTDVLNKAQTVHN
1351 CCCATTTTGCCCAGTCCTGGAGGAATGGGGCTAATGGG TCTGAATTCATCTG GG TGGG TG TGAGG TCAAAACCTAATCAACTICTGTTA
451 PILPSPGGEMNEL NGLNSS VYV G VYRS EKPNGLLL
1441 GGAMAAGGACCAGAGCCAMMTGCAGTTGCCCCGATGGCACTGCAGGCCCAGATGCAGCAGCAGCATCACCACCACCATCTTCACAACCAA
4381 G K¢ PEPUNAV APMNALG QAQMNQQ@QHHHHEHLHEENDAQ
1531 CACCAGCAGCAGCAGCAGCAGCAGCAAACACAACAACAACAACAGCAGCAGCAGCACCAGTATCACACTCAGATGGGGTTAGGGATGATT
511 HQQQQQeeaeaTaeeeneaooHevYHTaNoLloeHl
1621 CTCTCAGGTATGTCTCAGGACCCCTCACAACTCTCAG TGCTCALAGCCCATCATGCCACAGTGCCAGCCATGGGCTCTCTCCACGGAGGS
541 LS6¢HKSQDPSQL SVLEKAHHATVYVYPANCGS SLHGEGEG
1711 CCAGGTCTGAATCTGCAGTCCATGGGTCAGTTTGGAGCACCCACTTGCTTTTCTGCAGG TCAGGACCG TCTGCCCACTGACTTGGATATA
871 PG¢GLNWNLQSNGAQFGAPTCFSAGQDZ RTLTPTDLTDI
1801 GATATGTTCACCGAAMATCTGGAT TG TCACG TGGACGACATCATCAACAG TCACCTCATGGATGGAGATGGCCTCGACTTCAACTTTGAC
601 D WMFTEMNLDCDYDDITIDNT SDLNXDSGDGLUDTFDNTFTD
1891 CCCGTTCTGCCTGGCACCCAAGGCTATGCTGGCCCAGCCACCTCACAGGGCTCAACACACAACTGGGTCCCCAGCTAL

631
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Csfoxo6-like

1
1
81

ATGTTIGATGATGGAGGACGACGAACTGGACGCTCATCAAGTAGATTCGGAT TTCGAGCCGCAGAGCCGGCCTCGCTCCTGCACATGGCCE
ML NNETDDETLTDALH®YDSDFEPQSRPRSCTUWEP
CTGCCTTGCCCGGAGGATTTTCCCGG TGCACACGAGG TCAGCGGAGG TCTTCCAG TCACCAGCATAAAGGTGGAACCGGAGGACATCCCG

3l LPCPEDTFTPGAHREYVYSGGLPVYVTSIEKTYETPETDTITP

181 GCTTGCAGAGCGGGACTCGCGG TCCGCEEALCCCCOGCAGAGCTCAAGCACCCAGCCGECGCCCCTEGCGCAGCCCTGGACGCCAACGGA
61 LA CRALACGL 4 Y G 6TPAELTEKUHPASAGAPGASAZLTDSATNDGEG

271 CCGCTGCGCAALGCCAAGTCGTCGCGGCGGAACGCE TCGCGGGAACCTGTCCTACGCGGATCTCATTACCCGCGCCATTGAGAGCACACCG
91 PLEREXAKSSRENAWYWGNTLTSY ADLTITRUEALZTIET STTP

361 GAGAMAAGACTGACGCTG TCACAGATCTACGACTGGATGG TCCGG TACGTGCCCTACTTCAAGGATAAGGGCGACAGCAACAGCTCAGCG
121 EEKERLTL SQIYDW¥MVYRTYYPTYFTE XKTDIEKTEGDSHNS S?SS A

451 GGCTGGAAGAACTCCATCCGGCACAACCTCTCCCTCCACACACGCTTCATCCGGG TGCAGAACGAGGGAACTGGCALGAGTTCCTGGTGG
1561 G ¥WKNSTITRHENLSLHTREFTIRYQNETSGTSGET SS SUWV

541 ATGTTGAATCCAGACGGAGGGAMGATGCCCAAGGCTCCCCGCCEGCCAGCGGTCTCCATGGACAACAGCACTAAGTACTTALAAAGCALL
181 MLNPDGGEKMNMOGEKAPZRERERAYSNDNSTETLEKSEK

631 GGCCGCATTAGAGGCAAGAGGGTTGGACG TCCTGGAATAGGAGCGGGGTCTGCCG TGACGGGACTCCAGGCCTCCCCGGACCACGGCAGT
211 ¢ RIERGEKTRYGRPGTIGAGS AV TOGLQQASPDHTEGS

721 CCACCACAGALAACCCTGCCGGGG TTCCCCECAGCGACCOGGACGGATCGAGAG TTCCACGCCTCCACGGAGCTTCATTCCAGAGCCAGT

241 PPQ@KTLPGFALAAATGTDGETFDAVYTETLIHTSTEREAS

811 TCTICGGCCTCCACCCTCAGCGGGCGTCTGTCACCGATCCTGGCTGAGGARGAGGCGG AMGAAGCTGAGG TGGGCGGTCTGTCCAGCTCC

2 5§55 ASTLSGRLSPTILAETEEH WETEHSAHXETVGGLS S S

901 MCATCCCCCCACCTCTACCCG TCGCCAMCCAGCACCAGCTCTCCATCAGTGGGG TCTGGGAGCCACTGCCCCCCCCTCCAGCAGCTGCCT

301 T S PHLYPSPTSTSSPSVGESGSHCPPLQ@QLP

991 CAGCTGGCTAACATGGCAGGTGCTATCAGTCTGGATGAGCAGCTGACAGAGGACAG TTATCATCCGCACCGTCAGCAGCAGCAGCAGCAG

331 QL ANMNAG AT SLDEQLTETDSTYTHPHERQGQQQQQ Q

1081 CAGCAGCAGCAGCAGCAGCACGGCAGACACAAGCACCALACGCCCGTCTACCACTACAGCTCTGCAATCALAGGCCAAAGCGGTTACGGC

361 2 Q @ @ g @ H¢ RHEKHQTVPVYHTYZ S SGEIEKGQSGETG6

1171 CCCGGTGTCTACGGGGCCTCGGCCATGGGCATGCTGCATCACCACTCACCCCATATGCAGACGATTCAAGAGAACAMGGCGGCCAGTTTIC

391 PGV Y G AS ANGNLHHEHSPHNQQETTIGQETNTEKAHZALSTF

1261 TCTGGAACCATGCGGGCG TACTCCGG TGCCAACGCCCTGCAGACGCTGCTCACCGGGEG TCCAGCTCGGCAGCAG TACTGCTCCAAGGAC

421 S TMRAY SG ANALQTLTLTGGP AG®RQTCS KD

1351 ATGCTGCTTGGACAGGAGCGAGAMAGCCATCCCATGATCGGACAGCCCAGCAACGGGG TGGGCCCCAACCATCACAGCCACCATCACGGT

451 MWLLGQE®RETSHPMNMTIGSQP S NGVYGPNHHESHHEHEHGEG

1441 CACCACAACGGCCACAGCGAACCACACGG TCACCGCACAGCCCACAGCCATAACAGAACTCCCAGCCATCACAATCACAACGGTGTCGCC

481 HHMNOGHTSEVPHGHRETAHTSHNIERTPSHHIEUHENTGYV A

1631 AACCGCAACCACAGCTCACCTCACGGCCACAG TCACAACACGCACAACCTCAACCACAGCCATAACCACACACCACCCAGGGCAGCGGTG

511 N RMNHSSPHGHT SHNTHNTLUNIBHSIHNIBETTPTPERALALYT

1621 CTAGCCCCCAGCGGCAACAACAATCACCTGCAGACCTACAACCACAMAACTCCCTACTTG TACAGCCCCCCCTCACACGCCCACCTCCCG

541 LAPSGNNUNHLGQTTYNHEKTPTYLTYSPPSHAHTLTP

1711 GCCTCCACCACCCTCCCTCCCAACCCGGCGGG TATGCTCGGCATGCCTCAGGACTTCTGCCACG TTGCCACCGCCCCCCACCCTCACCCT

571 45 TTLPPUNPAGMNLGMNPQDFCHVYATAPHTPHTP

1801 CGTCACAGCCACTATCCCGACCCGCAGCATCAGGGCGTGACTAGTGGATCG TACCCG TACGGCCCGGEGGTCGGCAMCGG TACCACGGGT

601 RHESHYPDPQHQGVTSGSTPTGEPGVGEGNGTTG

1891 AGCAMCTACCACAGCTATCACCAACCGCACGCCCACGAGAGACTACCGGCCGATTTGGACATTGACATGTTCCACGGCAGCTTGGACTGL

631 S NYHSYHQPHAHETRLTPADLTDTITDIMNTFUHGSTLTDC

1981 GACGTGGAGTCCATTCTCCTCCATGACATTATGGACTCTGGGGAGGAGATGGACTTTAACTTTGACTGCTCCCTCGCTCAGGG TG TGGGL

661 D VESIULLHEDINKD S GEENXNDTFUNTFIDCSL AL&QGTG

2071 ATCGGCATGGGGATGEGCATCGGGG TCACCATGCGCATGGGGATGCCAATGAGCAGCCTGGCCAG TCCTCAGCAGGCCCACAGTAATCAG

691 I 6 WM ¢ M6 MGV T NG MG MG NS SL A S5 P @ QQ & HSNZQ

2161 MGCTGGGTGCCAGGCTGA

Csfoxola-like

1 ATGGCTGAGG TCCCGACACAGACGGCTGACATCGACCCGGACTTTGAGCCTCTTTICCCGCCCGCGGTCG TGCACTTGGCCCCIGCCGCEG
1 M AEVPTGQTADTITDPDFEPLG SEPRT SCTWPLTPR
a1 CCGGAGCTCCTGGACCCCGCCGGCTCTAMCACGTCCTCCCCGGCGCCG TCGG TGCAGCAGGAGCTCOGAGGALACGCCGAGTTCATCAGT
31 PELLTDPAGSNTSSPAPSVQQQELTEGGDNALETFTIS
181 AACCTGGGCTTGTTGGAGGAGGACTACGAGGAGTATGAGGAGCAGALACAACCCGTGCATCTTCATCACAACCATCGCCACCATCATCAC
61 NLG6LULEETDTYEETETE® QEKQPTVHLUEHENHRIEEHEIHH
271 CATCACCTCCAGCAGCAGCAGTAGG TCCCTCGTCTGCAGCAGCAGCAGCAGGCGCCGCCEGCCECCOGCACAACCCECCCOGCCTCTCCG
a1 HHLQQ@Q@ @ VPGELQQQea AsArPP AAGTTRPASTPE
361 CGCTGTGGGGTGGCCGCCAGAGGGARGGCCCCCCCCGECCCCTCATCCCGCCG TAACGCCTGGGGGAACATG TCCTACGCAGACCTGATC
121 RC6GV A ARGEKAAPGP S SRREDNAWGDNNXS Y ADLTI
451 ACCAAAGCCATCGAGAGCTCCCCGGAGAAGAGGCTGACTCTGTCCCAGATCTACGACTGGATCG TGAAGAGCG TGCCG TACTTCAAGGAT
151 T K AIESSPEEXKRLTLSQITYDW¥MNVYVYEKSYVPTFTZEKTD
541 AAAGGCGACACCAACAGCTCTGCAGGCTGCAAGAACTCCATCAGACACAACCTGTCCCTGCACAGCCGCTTCATTCGCATTCAGAATGAL
181 XK6DTUNSS AGVENSTIRHNLGSLHESRERTFTIRTIQDNE
631 GGAACGGGAAMRMGTTCCTGGTGGATG TTGAACCCTGAAGGAGGGAAGAACGG ARG TCCCCGECGACGCAGAGCCGCCTCCATGGACAAC
211 G TG K S S ¥W¥MLWNPETGOGE KU NG GE K SPRUEREERUALLSNTDHN
721 AACAGCAAACTGGCCAAGAGCAGAGGAAGAGCCACG AAG AAGAAGATCCCCCTGCAGGGEGAGGCAGAGGGAGG AGTCCTGGT
241 NSsSEKLAKSRGRATEKTE KT EKMNALOGQEGGEWALETGT© GGG S PG
811 TCCCTCTACTCCAAGTGGCTGGGGAGTCCAAACTCTCTCAG TAACGAGGACTTTGAG TCCTGGAACTCTTTTAGGACACGCACCAGCTCG
271 SLYSEKV¥YLGS?PHNSLSNETDTFET SUWDNSTFIRTRTITSS
a01 GACGCCAGCACTCTCAGCGGTCACCGTTCACCCTTCCCTCCGGAGCAGGATGACCTGGGGGAGCCAGAAGG TCACATGATG TACCCCGGG
a1 D ASTLSGHRSPTFPPEOQDTDLGETPET GHNKIITYTPG
991 GCAGCGGGGGCCAAGATAACCTCCACCCTGCCCAGTCTG TCTGAGATCGGCEGG TCTCTCGGCCAGGATGAG TCGCAGATCGTCATGGGA
331 A A G A K I TS TLPSLSEMNGS G SLGQDESETITVNGEG
1081 ACTCTGTTGGATAATCTGGACCTGCTG TCGCCCAAG AACCCCAAGG TGGCG TCTGACTCCCCCAGCATGCTTCAGAGCGCCCCCTACAGC
361 TLLDHNLDLTLTGSPEKUNPIEKTYVASDSPSNL @S AL&PTS
171 ACAGCCACCTTACCCCCACTGTCGCAGCAGGATTATCG TAAATGCATG TACGGCCAAG TCGGCATGGAGCCCCGCCCCCCTGCCCCCATG
391 T A TLPPLSQQ@D YT REKECMNTYTYGQQVGeGNETPTERPTPUALZPHN
1261 CAGACACTTCAAGARACCAAGGTGGGCTTCGGGGTCTACGAAAMACCAATATG TCTGCCCTCAGGGACTCCTCAAGGAGCTGCTGAGCGCG
421 Q TLQETEKVYGFGYYEDNGQQYVCPQGLTLTEKETLTLSA
1351 GAGGCCGATGGCAGCAGGGACATGATGCCCTGCAGGAACGCACTGG TGCCTCAGG TGGGGAGGGGAGGG TG TCTGATGCCCACCTACAGC
451 EADGSRDNMPCRUENALTYPQYVGRGGCLMNPTTS
1441 AGGCAGAGTCACGTCGGCGGGEGGG TCAAGATCATC AACCTCCCACACCCACTCACTG TCCTCAACCAAGGACCTTCGACCTCCAGGGAC
481 EQ@ SHVYGGGVEKMNNDNLPHPLTITVLUEQGPSTSETD
1531 TTGAACAGCTG TAACATGATCCCACTGACGGGTCCT TCAGGGGCCCCTCCTGCAG TCACCGGCCCCAGGACCCGGGG TCAGCCTGCGCALT
511 LNSCNNIPLTGPSGAPPAYTGPRTZERSGQPAH
1621 ACACACATGAACTACGGCCGGAGCTACAGAGAACTGACGTCCG TCCACGCCCACGG TCACCACCACCAGGAGCGACTGCCCAGTGATCTG
541 THMWNNTYOGRSYRELTZSVHAHRCGHHHEQET RLPSTDL
1711 GACAACATGTCCATCGAGATGTTTGAATG TGACATGGAGTCCGTCCTCCACGACACCCTCATGGACGGCGGGGCCTTGGACTTICAACTTT
671 D NNWNSTIEMNTFECDNESVYLHDTLMNNDSGGALTDTFHNTF
1801 GACCCTGCAGCTGCCTCTCACGGG TTTCCCCAAAGGG TAAAAGGCAACTCTCACAGCTGGG TG TCAGGCTAG

601 D P A AL ASHGFPQEKEYEKGNTSHSWYVY S 6 *



Supplementary Figure S2 Putative motifs of foxo proteins
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Supplementary Figure S3 The structure and motif analysis of Foxo proteins in three
kind of mammals, mouse (Mmfoxo), humans (Hsfoxo) and Rattus norvegicus (Rnfoxo).

fm— Motif 6
e Motif 5

L EEE —

Mufoxo4 “s— A —A12—10— 11 Motif 2
19 — Motif 4
e Motif 12
m || Motif 10
109 L Rnfoxo4 «aﬂ;i! FFFFF l O Mot
— Motif 9
- - Motif 7
L Hsfoxo4 TN e ! m°"f3
9 otif 8
||
— Hsfoxo6 H—! 1 ;_’_!_ M.
1
] ||
Mufoxos B R Arme
0{
Rnfoxo6 1,_!_!_ | |
] ™ mm
Hsfoxo 3 —— 1 2—!—!—— o— .
10y
|| —
Mufoxo3 B TR T
1 |
| i ]
Rnfoxo3 -,_ﬁ,!_!_ A 1 B
[
-
vooror M IO
[l
10}
—
oo L ol H R |
1
™
Rnfoxo bl N B 1 B
5" 3

o 100 200 300 400 500 600 700



Supplementary Table S1
List of species used in this study

Accession ID

Source

XP_024912472.1
XP_008325121.1
XP_008309103.1
XP_008307478.1
XP_008320914.1
XP_008331716.2

NCBI

XP_011489778.1
XP_023820018.1
XP_011480493.1
XP_023815809.1
XP_004076562.1
XP_023814834.1

NCBI

XP_035474393.1
XP_035506031.1
XP_035479973.1

NCBI

NP_001070725.2
NP_571160.1

NP_001009988.1
NP_001076326.1
XP_009289443.1
NP_001128604.2
XP_690041.2

NCBI

XP_006631437.1
XP_006626029.1
XP_015207025.1
XP_006628257.1

NCBI

XP_005477409.1
XP_005467551.1
XP_025766550.1
XP_005454675.1
XP_003455269.2
XP_003450195.1

NCBI

No. Species name

1 Cynoglossus semilaevis
2 Oryzias latipes

3 Scophthalmus maximus
4 Danio rerio

5 Lepisosteus oculatus

6 Oreochromis niloticus
7 Takifugu rubripes

XP_029699608.1
XP_029703679.1
XP_003978591.1
XP_003971932.1
XP_003969118.2
XP_011609846.1

NCBI




Perca fluviatilis

XP_039641440.1
XP_039638602.1

8 NCBI
XP_039633989.1
XP_039668563.1
XP_034456251.1
9 Hippoglossus hippoglossus XP_034436699.1 NCBI
XP_034432342.1
NP_062713.2
NP_001363896.1
10 Mus musculus NCBI
NP_061259.1
NP_918949.1
NP_001446.1
. NP_002006.2
11 Homo sapiens NCBI
NP_001164402.1
NP_001278210.2
Supplementary Table S2
Primers and their sequences in this study.
Primer Sequence (5'-3") Information
Csfoxola-RT-F GTCGTCCCCGTCTCCTATGAT qRT-PCR
Csfoxola-RT-R AAAACTGGGCTTGCTCTCTGG qRT-PCR
Csfoxo3a-RT-F GAGGACGAGCCACCAAGAAA qRT-PCR
Csfoxo3a-RT-R GCTGAGGGTGCTGGCATTAGA qRT-PCR
Csfoxo3b-RT-F TTGCTTGTCAACATCAACCTG qRT-PCR
Csfoxo3b-RT-R TGAAGAGAAACCGTCGTGTG qRT-PCR
Csfoxo4-RT-F AGACGGTGCCTTACTTCAGAG qRT-PCR
Csfoxo4-RT-R GGTGCTTTCCCAGTTTTGC qRT-PCR
Csfox06-like-RT-F CAGTTATCATCCGCACCGTC qRT-PCR
Csfoxo6-like-RT-R GCCTTGTTCTCTTGAATCGTCT qRT-PCR
Csfoxola-like-RT-F AGAGGAAGAGCCACGAAGAA qRT-PCR
Csfoxola-like-RT-R GCTGGTGCGTGTCCTAA qRT-PCR
B-actin-F TTCCAGCCTTCCTTCCTT qRT-PCR
B-actin-F TACCTCCAGACAGCACAG qRT-PCR
Csfoxola-P-F ATCTGCGATCTAAGTAAGCTTGTGAAGCGTCCCAATA promoter
Csfoxola-P-R CAGTACCGGAATGCCAAGCTTGACAGCAGACGAGCACT promoter
Csfoxo3a-P-F ATCTGCGATCTAAGTAAGCTTGCCTTGTAGGGAGATT promoter

Csfoxo3a-P-R

CAGTACCGGAATGCCAAGCTTAATCTGCTGCTGTGG

promoter



Csfoxo3b-P-F

Csfoxo3b-P-R

Csfoxo4-P-F

Csfoxo4-P-R

mufoxola-C/EBPa-F

mufoxola-C/EBPa-R

mufoxola-c-Jun-F

mufoxola- c-Jun -R

mufoxo3a-C/EBPa-F

mufoxo3a-C/EBPa-R

mufoxo3a-c-Jun-F

mufoxo3a- c-Jun -R

mufoxo3b-C/EBPa-F

mufoxo3b-C/EBPa-R

mufoxo3b-c-Jun-F

mufoxo3b- ¢-Jun -R

mufoxo4-C/EBPa-F

mufoxo4-C/EBPa-R

mufoxo4-c-Jun-F

mufoxo4- ¢-Jun -R

Csfoxola-siRNA-F1

Csfoxola-siRNA-R1

Csfoxola-siRNA-F2

Csfoxola-siRNA-R2

Csfoxola-siRNA-F3

Csfoxola-siRNA-R3

Csfoxo3a-siRNA-F1

Csfoxo3a-siRNA-R1

Csfoxo3a-siRNA-F2

Csfoxo3a-siRNA-R2

Csfoxo3a-siRNA-F3

Csfoxo3a-siRNA-R3

Csfoxo3b-siRNA-F1

Csfoxo3b-siRNA-R1

ATCTGCGATCTAAGTAAGCTTTTTGATATTGTCCCAACTAG

CAGTACCGGAATGCCAAGCTTGTCGGTGTCAATGTGGA

ATCTGCGATCTAAGTAAGCTTGAGCCCTGACACGAAC

CAGTACCGGAATGCCAAGCTTAAAGTCAATGGACCACC

AACACGTTTAAAGGACGTTTAGCTTCTTAAGATAAC

GTTATCTTAAGAAGCTAAACGTCCTTTAAACGTGTT

ATCTCATTATGAACTGACCTAATTCGTTT

AAACGAATTAGGTCAGTTCATAATGAGAT

ATCGCAACATACGTGTTTAGGAAAAAAATGT

ACATTTTTTTCCTAAACACGTATGTTGCGAT

TAACTTTGACTCTGAGACACAAAAAATGTCA

TGACATTTTTTGTGTCTCAGAGTCAAAGTTA

ACTCGCCCTCTCTGACTGCTGTGAAGTTAA

TTAACTTCACAGCAGTCAGAGAGGGCGAGT

CCTCACTGAGCGCTGTGAAGT

ACTTCACAGCGCTCAGTGAGG

GCAGAGCCAGATCCCTGACAGTGG

CCACTGTCAGGGATCTGGCTCTGC

AGTTATCTGTGTGCATGGTTTAATC

GATTAAACCATGCACACAGATAACT

CCCAGAUCUAUGACUGGAUTT

AUCCAGUCAUAGAUCUGGGTT

GCCAUCUAUGCCACUGCAATT

UUGCAGUGGCAUAGAUGGCTT

GCACAACCAGGCUAAGAAUTT

AUUCUUAGCCUGGUUGUGCTT

GAGGAAGACAACGGAGUUATT

UAACUCCGUUGUCUUCCUCTT

GACCAUUCAGGAGAACAAATT

UUUGUUCUCCUGAAUGGUCTT

GACUGUGACAUGGACUCUATT

UAGAGUCCAUGUCACAGUCTT

GACAACAGCAACAAGUACATT

UGUACUUGUUGCUGUUGUCTT

promoter

promoter

promoter

promoter

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

binding site mutation

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA

siRNA



Csfoxo3b-siRNA-F2

Csfoxo3b-siRNA-R2

Csfoxo3b-siRNA-F3

Csfoxo3b-siRNA-R3

IGF1-RT-F

IGF1-RT-R

Fox12-RT-F

Fox12-RT-R

nerul3-RT-F

nerul3-RT-R

tesk1-RT-F

tesk1-RT-R

wtla-RT-F

wtla-RT-R

sox9a-RT-F

sox9a-RT-R

GAUGACCUAAUGGAUGAGUTT

ACUCAUCCAUUAGGUCAUCTT

GGACCGAUUCCCACAAGAUTT

AUCUUGUGGGAAUCGGUCCTT

GTATCTCCTGTAGCCACACCCTCT

GCCTCTCTCTCCACACACAAACT

GAGAGGAAGGGCAACTACTGGA

TGGTTGGAAGTGCGTGGG

CTGGTGTTTAGCAGCCGTCCT

CCAGAACTCCAGCACTGACCC

GCAGAAACTCTCTCACCCCAACA

CCAGACCAAAGTCCGTCACCA

ACCGCCGTTTCCCCTTAC

GGGCTGGTGGTGATGTGC

AAGAACCACACAGATCAAGACAGA

TAGTCATACTGTGCTCTGGTGATG

siRNA

siRNA

siRNA

siRNA

qRT-PCR
qRT-PCR
qRT-PCR
qRT-PCR
qRT-PCR
qRT-PCR
qRT-PCR
qRT-PCR
qRT-PCR
qRT-PCR
qRT-PCR

gRT-PCR



