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ACAAGACCGAAGCAACACACAGACCTCTCGACAGCATACGTATTGCAGAGATGGAGCTCA
Mgl

GACTCAGGCCATATCAGGAGGAGGTGGTCCAGGCGGCTTTAAGAGGAGAGAACAGCATCA
RLRPYQETEVV QAALT RGENS STI

TCTGGCTGCCCACTGGTGGAGGAAAAACTCGTGCTGCGGTTTACGTCGCTGAGAAACATC
I wWLPTGGGI KT RAAVYVAETKH

TAGAGACCAAGGCCAATGCCAAAGTGGCAGTGCTCGTCAATAAGGTGCACCTGGTAGACC
LETIKANAKVAVLVNIKVYHTLVD

AGCACTATATGAAAGAATTTGGCCATTACCTAAGGCACAAATACAGGATAAAGGCCATCA
Q HYMEKETFGHYU LRUHIKTYRTITIKATI

GTGGTGACAGCAGTGAGAAAGACTTTTTTGGGCGTCTTGTTAGAGTCTCAGACTTGGTCA
S GDSSEKDF FGRTLVRYVSDTLUV

TCTGCACGGCTCAGATTCTGGAAAACGCCTTGAACAACATGGATGAGGACAAGCACGTGG
I CTAQILENALNNMDETSDTI KT HYV

AGATCACTGATTTTACCCTACTGATCATAGATGAATGTCATCACACAAATAAGGAGAGTG
EITDVFTLLTITIDET CHUHTNTKES

TCTATAACAAGATTATGTGGCGTTACGTGGAGAAGAAAGTGAGAAAAGAAGGCAGACTGC
VYNKTIMWRYVETZ KT KVRI KTETGTRIL

CTCAGATTTTGGGCCTCACAGCATCACCTGGTACAGGAGGAAACAAGTCATTGGATAAAG
pPQILGLTASPGTSGSGNZ KT STLTDK

CTGTTGAACACGTCCTGCAGATCTGTGCCAATCTGGATTCAAAAATTGTGTCCACCAAGA
A VEHVLQIC CANTLDS ST KTIVSTHK

ATTACACACCGATGCTGCAGAACTTTGTGCCAAAACCCAAAAAGGAATACGACATTGTCG
NYTPMLAQNTFVPKPI KTI KTETYTDTIWV

AAAGAAGAGATAAAGATCCATTTGGTGACCACTTGAAGTCAATGATGTTAATGATTCATG
ERRDIKTDPFGDHTLIE KSMMTLMTIH

AGTTTATGCCAGCAACGGTGGGTAGCAGCCTGAGAGAACTAGGCACCCAGGAATATGAGG
EFMPATVGSSLRETLTGT GQETYE

CTGATGTGGTGGAACTGGAGAAAGCAGGTGTAAAAGTAAAGAACAGACTGATCGCTCAGT
ADVVELEIZ KAGV KV KNR RTILTIANQ

GCGCTTTGCATCTACGCAAATACAATGATGCCCTTCTCATTAATGACACCATTCGCATGG

Figure S1. Cont.
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TGGATGCGTTCAGAGTGCTGGAAGAGTTTTACAATACAAGAAGCAGCAAGTTGCTGGATG
VDAFRVLEETFYNTH RS SS STZ KTLTLTD

GAACAGACATCTTTCTACAAGGACTTTTCGATGAGAACAGTCTGGAGTTAAAACATCTGG
G TDTIVPFULO QGLTFDENS ST LETLTIKHL

CGTCGGACGCCCGATATGAAAACCCCAAACTAGCTCAACTGCAGAGCAGATTGCTGGAAG
AASDARYENPIEKTLAQLAGQST RLTLE

AGTTCCAAGACACTAATTCTCGTGGAATCATCTTCTCAAAGACACGCAGAGGCACGCATT
EFQDTNSRGITIFSIKTZ RRGTH

GTCTGAATGACTGGGTGAAAACAAACCGTGAGCTGCAGAGGGTCAACATCACTGCTGGCA
CLNDWVEKTNRETLU QRVNTITASG

TTCTGACCGGAGCCGGTAATGGCGCTAACAACATGACACAGACTGAACAGAAGAGCGTCA
I L T GAGNGANNMTAGQTETZ QEKT SV

TCAGTCATTTTAGGCAAGGATACCTCAACCTCCTCATCTCCACCAGTGTAGCTGAGGAGG
I S HFRQGYLNTLTILTISTSVAEE

GACTGGATATTCCTGAATGCAACTTAGTTGTGCGTTACGGGCTGTTGACCAATGAAATCG
G L DI PEUCNTLVVRYGLILTNETI

CTCAGCAGCAGGCCAGCGGACGAGCTCGAGCCTCCAACAGTGTCTACTCTGTGGTGGCTG
A Q Q Q ASGRARASNSUVYSVVA

ACGTAGGTGGACGGGAAGTGCGCAAAGAACTTGTCAATGAGTATCTAGAAGATCTCACCG
bDVvG6GGREVRKETLVNETYTLETDTLT

CAAGAGCTATTGATGAAGTACAGCGCATGAGTCCTGTGGACTTCAGACACAAGGTGTTTG
ARAIDEVQRMSPVDFRUHIKVTF

AGCTCCAGAAAACAGCTGTGGTGATTCGGATGGAGGCTGAACGGAAGAGGGATGCGAAAA
ELQKTAVYVYIRMMEAET RTE KT RDASTK

AGCAGCGCTATAGTCCAGGTCAGGTTCAGCTTCAGTGCAGAAGCTGCTTCGCTTCCGTCT
KQRYSPGRQRVQLQCRSCFASUV |

GCAGCGGAGGAGACATCAGGAAGATCGAGAACTCGCACCATGTCAACGTTAACACTGAGT
CSG6GGDIREKTIENSHHVNVYNTE |

TTAAAAATCACTATAAAGTTGGTGGCCAGGTGAATATGGAGAGGACCTTTGAAGACTGGG
F KNHYKVGGQVNMERTTFETDVW |
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Figure S1. Nucleotide and deduced amino acid sequences of DrLGP2a from Danio rerio.
The start codon (ATG) was shown by underline. The termination code (TAG) was marked
with an asterisk below. The motif associated with mRNA instability (ATTTA) was in bold
underline. Shadow said DEXDc (DEAD/DEAH box helicase domain), double underline said

AGCCTGGACGGATTATCAGCTGCAGACGTTGTGGAGAGGACTGGGGATTCGAGATTAAAT

E P GRTITSCRRCGETDWGTFTETIK

TCAAGAAAGTGGCAATTCTCCCCTGTCTGAACATAAAGAGCTTCTCCTTTAACACCCCTA

F K KVvAILPCLNTIIKSTFSTFNTP

AAGAAACAAAGCCTTACAAGAAGTGGAAGGATGTTGAGTTTCAGGTGACAGAGTTTGACT

k ETKPYIKI KW KTDVETFAGQVTETFID

TTATTGAGTACATGAGCTGCCGTTTCCCTGACCTGGACTTGTCTGACTGATACAGCTCCA
FIEYMSCRPFPDLDTLSTD *

TACCACTGATTTAATTGAAATATGAAATAATACATATTCTGATTATGTTAATGCTCCGTC
TTGGGTCTTCATGCATGTTGGTGACAGTAGTAGAAGCAGATAGATGGTTTTATTCAAAAC
TAGGGCTGTCAATTGATTTAAAAAATTAACTAAGTAATCACAGTTTTTTGTAATTAATCA
TAATTAATCATGGAATGCCATGTTTATTACAGAAATAGAAACACAGGCATGTAAGTGCCA
TTTGAATTTCAAAATAATCAATGCCAATAACAAACAAAAACATTTCCATGTTGGATTCTA
ATTGGACTACAAAAAAATCCAAAATACAGGCATTGCAAATATAGAAAAAAAAAAAAAAAA
AAAAAAAAAAAAA

HELICc, the box said RD (regulatory domin).
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ACAAGACCGAAGCAACACACAGACCTCTCGACAGCATACGTATTGCAGAGATGGAGCTCA
M E L

GACTCAGGCCATATCAGGAGGAGGTGGTCCAGGCGGCTTTAAGAGGAGAGAACAGCATCA
RLRPYQEEUVV QAALIRGENS STI

TCTGGCTGCCCACTGGTGGAGGAAAAACTCGTGCTGCGGTTTACGTCGCTGAGAAACATC
I wWLPTGGSGI KT RAAVYVAETKH

TAGAGACCAAGGCCAATGCCAAAGTGGCAGTGCTCGTCAATAAGGTGCACCTGGTAGACC
LETI KANAIKVYVAVLVNEIEKVHTLIUVD

AGCACTATATGAAAGAATTTGGCCATTACCTAAGGCACAAATACAGGATAAAGGCCATCA
Q HYMKEFGHYU LR RUHIEKTYRTITIKATI

GTGGTGACAGCAGTGAGAAAGACTTTTTTGGGCGTCTTGTTAGAGTCTCAGACTTGGTCA
S GDSSEXKDTFTFGRLVRYSDTLUV

TCTGCACGGCTCAGATTCTGGAAAACGCCTTGAACAACATGGATGAGGACAAGCACGTGG
I ¢TAQITLENALNNMDETDTEKHYV
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AGATCACTGATTTTACCCTACTGATCATAGATGAATGTCATCACACAAATAAGGAGAGTG
EITDFTILVLTITIDETCHUHTNTKES

TCTATAACAAGATTATGTGGCGTTACGTGGAGAAGAAAGTGAGAAAAGAAGGCAGACTGC
VYNKTIMWRYVEZ KT KVREIEKTETGTR RTL

CTCAGATTTTGGGCCTCACAGCATCACCTGGTACAGGAGGAAACAAGTCATTGGATAAAG
PQILGLTASPGTG GG GNI KT ST LTDEK

CTGTTGAACACGTCCTGCAGATCTGTGCCAATCTGGATTCAAAAATTGTGTCCACCAAGA
A VEHVLQTIU CANTLTIDSZ KTIUVSTEK

ATTACACACCGATGCTGCAGAACTTTGTGCCAAAACCCAAAAAGGAATACGACATTGTCG
NYTPMLQNTFVPKPIKTI KETYDTIWV

AAAGAAGAGATAAAGATCCATTTGGTGACCACTTGAAGTCAATGATGTTAATGATTCATG
ERRDIKDPPFGDHTLI K SMMTLMMTIH

AGTTTATGCCAGCAACGGTGGGTAGCAGCCTGAGAGAACTAGGCACCCAGGAATATGAGG
EFMPATVGSSLRETLGTAGQEYE

CTGATGTGGTGGAACTGGAGAAAGCAGGTGTAAAAGTAAAGAACAGACTGATCGCTCAGT
ADVVELEZEKAGYV KV KNR RTILTIANQQ

GCGCTTTGCATCTACGCAAATACAATGATGCCCTTCTCATTAATGACACCATTCGCATGG
CALHLRIKYNDALTLTITNDTTITR RM

TGGATGCGTTCAGAGTGCTGGAAGAGTTTTACAATACAAGAAGCAGCAAGTTGCTGGATG
B e T e e T R S S KLLD

GAACAGACATCTTTCTACAAGGACTTTTCGATGAGAACAGTCTGGAGTTAAAACATCTGG
G TDTITVFULQGLTFDENSTILETLTIKHTL

CGTCGGACGCCCGATATGAAAACCCCAAACTAGCTCAACTGCAGAGCAGATTGCTGGAAG
ASDARYENPI KTLAQLI QST RTLTLE

AGTTCCAAGACACTAATTCTCGTGGAATCATCTTCTCAAAGACACGCAGAGGCACGCATT
EFQDTNGSRGTITV FSI KT RI RGTH

GTCTGAATGACTGGGTGAAAACAAACCGTGAGCTGCAGAGGGTCAACATCACTGCTGGCA
CLNDWVKTNRETLI QRVNTITASG

TTCTGACCGGAGCCGGTAATGGCGCTAACAACATGACACAGACTGAACAGAAGAGCGTCA
I L T GAGNGANNMTAGQTETZ QKT SV

TCAGTCATTTTAGGCAAGGATACCTCAACCTCCTCATCTCCACCAGTGTAGCTGAGGAGG
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424 I S HFRQGYULNTLTI LTS ST SVAEE

1381 GACTGGATATTCCTGAATGCAACTTAGTTGTGCGTTACGGGCTGTTGACCAATGAAATCG
444 G L DI PEUCNLUVVRYGLTULTNETT
1441 CTCAGCAGCAGGCCAGCGGACGAGCTCGAGCCTCCAACAGTGTCTACTCTGTGGTGGCTG
464 A Q Q QASGRARASNSVY SVVA
1501 ACGTAGGTGGACGGGAAGTGCGCAAAGAACTTGTCAATGAGTATCTAGAAGATCTCACCG
484 DV GGREVREKETLVNETYTLTETDTLT
1561 CAAGAGCTATTGATGAAGTACAGCGCATGAGTCCTGTGGACTTCAGACACGAGGTTTGTG
504 ARAIDEVQRMSZPVDFRHEVC
1621 TTTGACTTTTTACTATTAAATCTGACTGTGTTTGTAATAGAATAGAAAAACTTAAAAGGA
524 Vo ox

1681 CAATTCACCTAGACTTCACAATTCTGTCATCATTTACCCAAACATGAGTTTCTTTCTTCT
1741 GTTGAACACAAAAAGAAGTTACTTTTGAATAGTGTTGGAAGCCTGTAACCATTGACTTCC
1801 ATAGTATTTGTTTTTTCTACCATTITAAGTCGGTGGTTACCGGTTTCTAACATACTTCAGA
1861 ATATCCATTTTGTGTTTAACAGAAAAGAGAAACTTCTTAAGGTTTGGAATCACGTGAGTA
1921 AACAGTGAGTACATTTTCATTTTTGAGTAAACTATATTTTTAAAGGTGTTTCACATACGA
1981 AATCTACTGTAAGTCTGTTGACAGATTAGAGTTCTTTGTTAGTATTGCTCCCCAAGTCTA
2041 GGCGAAAACAACATGGGCATAATAAACAAAGAAAACAAATGTGTTAGGGTGGTGGATTTC
2101 CCAAACAAAACAAAAACTTAATGCAAAAGATCCCTTTCGGTCGACAACCAAACTCGGACA
2161 CTCAGTTGAGAGTATTTAAATAGATTTATTATAGGAAAAAGTAGTAAATATAAATGAGCA
2221 TCCCTTCAGGATCTCCACAGGCCAAAAAAAAAAAAAAAAAAAAAAA

Figure S2. Nucleotide and deduced amino acid sequences of DrLGP2b from Danio rerio.
The start codon (ATG) was shown by underline. The termination code (TAG) was marked
with an asterisk. The typical polyadenylation signal AATAAA was bolded. The motif
associated with mRNA instability (ATTTA) was in bold underline. Shadow said DEXDc
(DEAD/DEAH box helicase domain), double underline said HELICc domain structure.

DrLGP2a -MELRLRPYQEEVVQAALRGENSIIWLPTGGGKTRAAVYVAEKHLETKANAKVAVLVNKV
DrLGP2a -MELRLRPYQEEVVQAALRGENSIIWLPTGGGKTRAAVYVAEKHLETKANAKVAVLVNKV
CiLGP2 -MEITLRSYQEEVVQAALKGENSIIWLPTGGGKTRAAVYVAKKHLETTRNAKVAVLVNKV
IpLGP2 -MEISLRPYQQEVVQVALRGENSIIWLPTGGGKTRAAVYVAKRHLETHPNGKVAVLVNKV
PoLGP2 MAELGLYSYQQEVVERAIKGENVIIWLPTGGGKTRAAVYVAKRHLETTQHAKVVVLVNKV
X1LGP2 ———MELHDYQWEVIGPALEGKNITIWLPTGAGKTRAALYVAMRHLEMKRNAKVCLMVNKV
GaLGP2 ———MELHGYQLEAVAPALRGRNSIVWLPTGAGKTRAAVHVCRRHLEGRRGGRVAVLVNKV
MmLGP2 ———MELRPYQWEVILPALEGKNIIIWLPTGAGKTRAAAFVAKRHLETVDRGKVVVLVNRV
HsLGP2 ——MELRSYQWEVIMPALEGKNIIIWLPTGAGKTRAAAYVAKRHLETVDGAKVVVLVNRV

ok sksk sk, n sk ok ko skoskeiolkelok, siekelolelok | sk, skekek Lk rkskk

Figure S3. Cont.
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DrLGP2a
DrLGP2b

HLVDQHYMKEFGHYLRHKYRIKAISGDSSEKDFFGRLVRVSDLVICTAQILENALNNMDE
HLVDQHYMKEFGHYLRHKYRIKATSGDSSEKDFFGRLVRVSDLVICTAQILENALNNMDE
HLVDQHFNNEFNPYLGKAYRVKATSGDSSDKDLFGRLVKDSDLIICTAQILENALNSSEE
HLVDQHFQKEFRPHLGSSVKMVPISGDSNEKDFFGCVVRDSSLVICTAQILENALINTEE
HLVDQHYTKEFKPHLGSNYTLVPVSGESELKDLFGKVVQDSDVVICTAQILYNALTNSEE
HLVDQHFSNEFHPHLKDKYKVVAISGDTEHKCFFAELVQNNDVIICTAQILQNALSSSSE
HLVQQHLEKEFH-VLRDAFKVTAVSGDSSHKCFFGQLAKGSDVVICTAQILQNALLSGEE
HLVSQHAE-EFRRMLDKHWTVTTLSGDMGSRAGFGLMARSHDLLICTAELLQLALNSSEE
HLVTQHGE-EFRRMLDGRWTVTTLSGDMGPRAGFGHLARCHDLLICTAELLQMALTSPEE
KRk skk kek * A . S = = - S T = S

DKHVEITDFTLLTIDECHHTNKESVYNKIMWRYVEKKVRKEGRLPQILGLTASPGTGGNK
DKHVEITDFTLLIIDECHHTNKESVYNKIMWRYVEKKVRKEGRLPQILGLTASPGTGGNK
EKHVELTDFSLLIIDECHHTQKESVYNKIMGRYVEKKVRKERKLPQVLGLTASPGTGGNK
SKHVELTDFTLLIIDECHHTHKEGVYNKIMARYVRKKIERVKGLPQILGLTASPGTGGAK
TKHVELSDITLLIFDECHHTHKGGVYNQIMKCYVEKKLKGERRLPQILGLTASPGTGGAR
EIHVELTDFTLLIIDECHHTHKDGVYNKLMEGYLERKITQKGKLPQILGLTASPGTGRAT
EARVELTDFSLLVIDECHHTQKEAVYNKIMLSYLQKKLSGQRDLPQILGLTASPGTGGET
DEHVELREFSLIVVDECHHTHKDTVYNTILSRYLEQKLKKAEPLPQVLGLTASPGTGGAT
EEHVELTVFSLIVVDECHHTHKDTVYNVIMSQYLELKLQRAQPLPQVLGLTASPGTGGAS
Rk sk ckekekekekk ok skkek o sk, ok skeksk | seksekskekskokskeok

SLDKAVEHVLQICANLDS-KIVSTKNYTPMLQNFVPKPKKEYDIVERRDKDPFGDHLKSM
SLDKAVEHVLQICANLDS—KIVSTKNYTPMLQNFVPKPKKEYDIVERRDKDPFGDHLKSM
TLAKAVEHVLQICANLDS-VIVSTKNYASKLKEVVPRPRKQYDIVEKRALDPFGDHLKLM
SLDGAITHVLEICANLDS-VIVSTKNYEAELKEAVPRPMKNYDIVDERYWDPFGDHLKMM
TLEKAVEHVLQICANLDS-SIVSTRLYAPELKKKVPRPIKTFDIVENRPEDPFGNHLKRM
SFEKAEEHILQICANLDTWRIMSAEVHREDLEAKAKQPNKQYDLVTERPRDPFGDKLKEL
SFEGAVEHILQICANLDTEVIASAQEHAQHLQSHVPQPTKQYDLCQEREQDPFGQRLKKT
KLQGAIDHILQLCANLDTCHIMSPKNCYSQLLMHNPKPCKQYDLCQRRAQDPFGDLIKKL
KLDGAINHVLQLCANLDTWCIMSPQNCCPQLQEHSQQPCKQYNLCHRRSQDPFGDLLKKL

ko ckoky ckekskeksk sk sk, * kR ok opr % ckkkkr ko

MLMIHEFMPATVG-SSLRELGTQEYEADVVELEKAGVKVKNRLTAQCALHLRKYNDALLT
MLMIHEFMPATVG-SSLRELGTQEYEADVVELEKAGVKVKNRLTAQCALHLRKYNDALLT
MSLIHEFMPSTVS-RSLREVGTQDYEADVVELEKTGVKEENRLITQCALHLRQYNDALLT
MKLITHEFMMLDRK-FTLREMGTQEYEADVVELEKKGVQEQNRLLARCALHLRKFNDALLT
MQMIQDYMNLPTSDFRLRECGTQEYEADVVILEQRGIREDNRRLAQCALHLRQYNDALLT
MKTIHEYLRTTDF—CESDFGTQLYEQKVVELEKEGAVEANRMKRTCALHLRKYNDSLLV
MAQIQEHMEMPEL-—PQN-FGTQVYEQRIVELENRAAERFCRKTRVCALHLRRYNDALLT
MNQIHQQLEMPDL--KQQ-FGTQMYEQQVVQLCKDAAEAGLQEQRVYALHLRRYNDALFI
MDQIHDHLEMPEL——SRK-FGTQMYEQQVVKLSEAAALAGLQEQRVYALHLRRYNDALLT
* koo KRk ckk ok ok op : skefoksok p skok ok

NDTIRMVDAFRVLEEFYNTR--SSKLLDGTDIFLQGLFDENSLELKHLASDARYENPKLA
NDTIRMVDAFRVLEEFYNTR--SSKLLDGTDIFLQGLFDENSLELKHLASDARYENPKLA
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HDTVRMVDAFNVLDEFYNSR——SNKLLDGTDFFLQGLFDENRVELKQLALDARYENPKLA
NDTVRMVDALRLLEEFYTTE-—TRNVLDITDEFLTGLFNENKVELLQLASEASNENPKLE
NDTLLMMDAYRNLEEFYISK--STRAIDKTDFFLVGIFQDNQADLMKVARDSRYENPKMA
HDTVRMMDAYELLDDYYQQEKVIRKQNDPTDAFLIQLFDGNRARLLELAQDVRFENPKLR
NDTVRMMDAFQCLQQFYADK——RDTKDPTERFLATTFEENRATLQALAGDQRYENPRLS
HDTVRARDALDMLQDFYDRERTTKTQMVRAESWLLKLFDDHKNVLGQLAAR-GPENPKLE
HDTVRAVDALAALQDFYHREHVTKTQILCAERRLLALFDDRKNELAHLATH-GPENPKLE
SN skek . . 1T ® *: . * ok kekk;

QLQSRLLEEFQDT-NSRGITFSKTRRGTHCLNDWVKTNRELQRVNITAGILTGAG——NGA
QLQSRLLEEFQDT-NSRGITFSKTRRGTHCLNDWVKTNRELQRVNITAGILTGAG——NGA
QLQRTLLKEFKENKMSRGI TFSKTRRGTHCLYDWVNANHELQKVKISAGILTGTG——TGV
RLQRTLVDQFKDE-NSRGITFAKTREITRCLYDWVRTNPELRRANTRAANLVGAG——TGA
KLESVLLKQFSSGLQSKGILFSKTRKSTHCLNEWVLNNRALQEAGVKSAILTGAG——NGI
KLEETLRDQFQFSSGSRGITFTRTRQSTHSLHNWISSKHSFQIMGVKTAPLTGAGYSNQS
KLEETLQEHFQPPGSSRGIVFTKTRQSAHSLLSWLQDTAGLCGQHIRAAVLTGSGHSNQA
MLERILLKQFGSPGHTRGIIFTRTRQTASSLLLWLRQQPCLQTVGIKPQMLIGAGNTSQS
MLEKILQRQFSSSNSPRGIIFTRTRQSAHSLLLWLQQQQGLQTVDIRAQLLIGAGNSSQS
M S L orkkrker sk, Lk ke i .k kek

NNMTQTEQKSVISHFRQGYLNLLISTSVAEEGLDIPECNLVVRYGLLTNETAQQQASGRA
NNMTQTEQKSVISHFRQGYLNLLISTSVAEEGLDIPECNLVVRYGLLTNETAQQQASGRA
NHMNQNKQKNTIKDFRLGHLNLLISTSVAEEGLDIAECNLVVRYGLLTNETAQQQASGRA
THMTQREQRDTIKTFREGELNLLISTSVAEEGLDIPECNVVIRYGLLTNETAQQQASGRA
TYMTQHEQADTICRFRQGTLNLLISTSVAEEGLDIPECNLVVRYGLLTNETAQQQASGRA
KHMTQNEQRETTEMFRKGQLNLLISTSVAEEGLDIPQCNIVVRYGLMTNETSMVQARGRA
KGMTQNEQQDVITLFRYGELNLLFSTSVAEEGLDIPECNIVVRYGLMTNETAMVQAQGRA
THMTQKDQQEVIQEFRDGILSLLVATSVAEEGLDIAQCNVVVRYGLLTNEISMVQARGRA
THMTQRDQQEVIQKFQDGTLNLLVATSVAEEGLDIPHCNVVVRYGLLTNEISMVQARGRA
Cockok sk sk sk sk sk sk skelelkelolelolelkelok | sk ok sfolkelok kel s kek skekek

RASNSVYSVVADVGGREVRKELVNEYLEDLTARAIDEVQRMSPVDFRHKVFELQKTAVVI
RASNSVYSVVADVGGREVRKELVNEYLEDLTARAIDEVQRMSPVDFRHEVCV———————
RALNSVYSVVAEKGGRELRREFTNEYLESLTSNATDQVQSMSPREFRIKITELQQMAVLI
RAKNSVYSVVAKAGGREMRKEKTNEYLEELTSKATAHVQSMEPGRFRQKIFELQHEAVTA
RAQDSQYSVVALKGGREERREITNEYLEELTAKATAQVQDMSIREFQRKITELQTQAVIK
RHEDSCYSFLAKIGGKEIRREETNETLEGLMKRAIEAVQRMPEQEYQKKIKELQEESVIA
RAQNSMYSVLAKANSREVYREQLNESLVGLMERATRAVQAMPERKYRLKIVELQRNAVLS
RAGQSVYSFLATEGSREMKRELTNEALEVLMEKAVAAVQKMDPDEFKAKTIRDLQQASLVK

RADQSVYAFVATEGSRELKRELINEALETLMEQAVAAVQKMDQAEYQAKIRDLQQAALTK
) ooukokr, ok Lok ko skk ok ko ko okk ok .

RMEAERKRDAKKQRYSPGQVQLQCRSCFASVCSGGDIRKTENSHHVNVNTEFKNHYKVG-

RIEAERKKDARKQRYSPDQVHLQCRGCFVFVGLGEDIRKIENSHHVNINPEFQRHYRTG—
RILMANQRERRRLRYDAAEVEFDCRGCFTAVARGDDMRLVNDTQHININPDFERFYKVG—
SRIEESCKMQKRSRYTASSIQLLCRNCFKSVASGSDIKLIDNVHHVNVNPAFEKHYKVG—
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Figure S3. Multiple alignment of LGP2 using the Clustal X2 program. LGP2 are
conserved in vertebrates. Identical amino acids among all sequences are indicated by
asterisks whereas those with high or low similarity are indicated by “:” and “.” respectively.
Marked conserved domains include the DEXDc (DEAD/DEAH box helicase domain)
(Shadowed), the HELICc (bold underlined) and the RD (regulatory domin) (double
underlined). CiLGP2 (Ctenopharyngodon idella, AFQ93565.1), Gg (Gallus gallus,
AEK21509.1), HsLGP2 (Homo sapiens, NM _024119.2), IpLGP2 (Ictaluruspunctatus,
AFS34610.1), MmLGP2 (Mus musculus, NM_030150.2), PoLGP2 (Paralichthys olivaceus,

RKVKQAKRDQKRNTFYPEQVRFYCRCCSQAVAHGDDFRTIEGTHYVNINSDFRIYYEVCS

WQVKEARSSERRQLHDPDDVYFHCVNCNVAVCRGSDIRTVEAMHHVNINPNFRFYYTVSS

RAARAAHREIQQGQFLPEHVQLLCINCMVAVGYGSDLRKVEGTHHVNVNPNFSVYYTTSQ

RAAQAAQRENQRQQFPVEHVQLLCINCMVAVGHGSDLRKVEGTHHVNVNPNFSNYYNVSR

GQVNMERTFEDWEPGRITSCR—RCGEDWGFEIKFKKVATLPCLNTKSFSENTPKETKPY

KQVFLEKTFEDWEPGQVINCR—KCGKDWGMEIKFKKVATLPCLNIKSFSLDTPGGKFTH

GQVYLERTFEDWEPGRTISCV—ACGQNWGMEVKLKN-LVLPCLNTKGFSMKTRQSSRTA

GQVILPKMFDDWEPGRITSCNNGNCNKEWGFEMKYKETALLPNLATKHLFLQTPDGRMTV

PPLDFGKKMVDWTPGGKTRC——LCGQDWGFEMIYKH-VNFPATSVKNFVVETPETKRPY

GKTHFERTFRDWEPGCRIVCS—ECRQEWGMEMIYRN-VTLPILSIKNFVVVTPDEKKKY

NPVVINKVFKDWRPGGTIRCS—NCGEVWGFQMIYKS-VTLPVLKIGSMLLETPRGKIQA

DPVVINKVFKDWKPGGVISCR—NCGEVWGLQMIYKS-VKLPVLKVRSMLLETPQGRIQA

KKWKDVEFQVTEFDFIEYMSCRFPDLDLSD—

KQWKDVEFQVTEFDFIDYMSSRFPDLDLDD—
KQWKDIEFLVEEFDFVQYVKNRYPDLEQD——
KKWKDVPFTVDNFSFEEYCQDNFPDLLD———
ARWKDVPFPVDELNYVQHVRIHPELLVHFED

KKWSTVTFPIEEFSYLEYCSSTQDESL———

KKWSRVPFSIPVFDILQDCTQSLSELSLD——

KKWSRVPFSVPDFDFLQHCAENLSDLSLD—

ADM18136.1), XILGP2 (Xenopus laevis, NP_001085915.1).
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