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1 2 3 4

Name  Accession Description Interval E-value
4 ] COG4875 COG4875 Uncharacterized protein [Function unknown]; 467-589 8.45e-43
3 HCOG4875  COG4875 Uncharacterized protein [Function unknown]; 339460  2.35e-40
2 [+ COG4875 COG4875 Uncharacterized protein [Function unknown); 210-332  3.22e40
1 H COG4875  COG4875 Uncharacterized protein [Function unknown]; 70-202 1.73e-35
4 + CaMKI_AD pfam08332 Calcium/calmodulin dependent protein kinase Il association domain; This domain is found at the ... 469-587 2.87e-18
4 + TIGR02246  TIGR02246 conserved hypothetical protein; This family consists of uncharacterized proteins found in a ... 469-588 6.94e-18
2 H CaMKI_AD pfam08332 Calcium/calmodulin dependent protein kinase Il association domain; This domain is found at the ... 212-330 1.80e-14
1 HITIGR02246  TIGR02246 conserved hypothetical protein; This family consists of uncharacterized proteins found in a ... 83-202 2.25e-14
3 [+ CaMKI_AD  pfam08332 Calcium/calmodulin dependent protein kinase Il association domain; This domain is found at the ... 341459 2.50e-14
3 HITIGR02246  TIGR02246 conserved hypothetical protein; This family consists of uncharacterized proteins found in a ... 342-460 2.01e-13
1 #] CaMKI_AD  pfam08332 Calcium/calmodulin dependent protein kinase Il association domain; This domain is found at the ... 83-201 2.44e-13
2 HITIGR02246  TIGR02246 conserved hypothetical protein; This family consists of uncharacterized proteins found in a ... 212-331 2.10e-12
4 HINTF2_like  cd00531 Nuclear transport factor 2 (NTF2-like) superfamily. This family includes members of the NTF2 ... 472-578  2.64e-04

Figure S1. Conserved domains within LCIP63 sequence from T. pseudonana. Domains
present in the LCIP 63 were identified using BLAST. LCIP63 contains four domains. On the
left side of the list are mentioned numbers (1,2,3 and 4) that correspond to each domain. The
E values allow to discriminate between the different possible domains (COG4875,
Calcium/calmodulin dependent protein kinase Il association domain, the lower E-value,
corresponding to the most significant score and alignment.



>tr|B7G7G0|B7G7G0_PHATC Predicted protein OS=Phaeodactylum tricornutum
(strain CCAP 1055/1) GN=PHATRDRAFT_39236 PE=4 SvV=1
MKIGYLANVLVAISLSSASGFELRRFSATSTFPGGQLTYVTPFTKVVKQKDTTQLRMGIR
SFIRGKKLTVNHSNDNKNLTGPTKNEAEIRALFSLWNNALATGDSRLVAARYASDAVLLP
TVSDIPRTNYDLIKNYFDAFLLKKPOQGVIKEGYIKLGKGWAQDNGIYEFTMGIDNTKVKA
RYSFVYTKENGKWKIAHHHSSMMPEGITVGRPIEEEEVKNLFHLWNDALATGDSRVVADR
YAKTSVLLPTVSDVPRTDYDGIKDYFDAFLLKKPQGVILESNVVIGANWAQDAGLYEFTM
GVDGSKVQARYTFVYVFEDGOQWKISHHHSSVMPEAFLGPAAPANANTEVVSKK

CLUSTAL O(1.2.1) multiple sequence alignment

LCIP63 MKFTSSSLSLVLFLSAVSTVSSFAPNTVHTT--RIG---TSATSFNDHIITADTRTSTEL
tr|B7G7G0 MKIG——YLANVLVAISLSSASGFELRRFSATSTFPGGQLTYVTPFTKVVK QKDTTQLRM
% . LR ek K K S * L
LCIP63 GLFGSRWRQARKEFN---APAKTIGKGSSITEEEVRSLFTLWNSALATGDSRIVASRYTKN
tr|B7G7G0 GIR--SFIRGKKLTVNHSNDNKNLTGPTKNEAEIRALFSLWNNALATGDSRLVAARYASD

* . coe ke . .. LK s UK Kk i kk s kkk kAR KARKK kK Kk,
LCIP63 PVLLPTVSDQARTDYDSVKDYFDAFLLKKPQGKITEGKINIGDSWASDCGIYEFTLGATG
tr|B7G7G0 AVLLPTVSDIPRTNYDLIKNYFDAFLLKKPQGVIKEGY IKLGKGWAQDNGIYEFTMGIDN

* Kk kkkkk ok KKk e kk ek e kA AKX AKX AKX AKXk * *k ko ok * Kk kK kkkkk Kk ek

LCIP63 EKVKARYSEFNYVQENGVWKIQHHHSSVMPEEIAMGKAITEDEVRGLEFSLWNNALATLDPK
tr|B7G7G0 TKVKARYSEFVYTKENGKWKIAHHHSSMMPEGITVGRPIEEEEVKNLFHLWNDALATGDSR

KA KA KKK Kk k ekkk khhkk KAhkhkhkkekhkkhkk Keoeoke ¥ Keoekke *k Khkkeokkkk %

LCIP63 QVAARYAKKGVLLPTVSDKARTDFSSIEDYFVNFLKLKPRGT I LESHVTVGKNWCQDAGT
tr|B7G7GO VVADRYAKTSVLLPTVSDVPRTDYDGIKDYFDAFLLKKPQGVILESNVVIGANWAQDAGL
* % ****..******** ***:..*:*** * % **:*.****.*.:* **.****:
LCIP63 YEFEMRATGKTVKGRYSFIYVYEDGEWKINHHHSSIMPEGIVTAEPTTKEEVRGLFNLWN
tr|B7G7G0 YEFTMGVDGSKVOARY TFVYVFEDGOWK I SHHHSSVMPEAFLGPAAPANANTEVVSKK -~
* Kk x  Kx . *..*: * Kk . * ** *** *** ***** ***
LCIP63 DALATKDPIQVAKRYSKDGVLLPTVSDDVRTDFPGIVDYFTNFLKLEPQGEILGGKVTIG
ETIBTGTGD  mmmmmm oo
LCIP63 TNWAQDAGIYEFTMGATGQKVRGRYTYVYVYEDGEWKIQNHHS SVMPESTKPQPISEEEV
ETIBTGTGD  mmmmm oo
LCIP63 RNLFQLWNSALATEDPDAVAARYSNNAVLLPTVSDVPRNSYALIKDYFVGFLKRKPQGT T
ETIBTGTGD  mmmmmm oo
LCIP63 LESNVTVGHNWASDAGVYEFTMGDNGDKVKGRYSFVYVFEDGOWK I SHHHSSVMPEKYLG
ETIBTGTGD mmmmmm oo
LCIP63 AAPKPQIEEEMVVIEEPEAVMV
tr|B7GTGO —mmmmmmmm—mmmmm oo

Figure S2. Similarity of sequence found in P. tricornutum and LCIP63 sequence.
Alignment of protein (B7G7G0, UniProt database ID) with LCIP63 was performed using
MUSCLE software (http://www.ebi.ac.uk/Tools/msa/muscle/ ). Only two domains are present
on this protein as shown by the alignment.



http://www.ebi.ac.uk/Tools/msa/muscle/

>tr |KOSPX5|KO0SPX5 THAOC Uncharacterized protein OS=Thalassiosira oceanica
GN=THAOC_16311 PE=4 SV=1
MGRWPRRGGAGVDVPRLLARATTLMSREFLASTRIFRSRAAAHSPSPNNSNMKEFSTVAVAL
STLSSTQGFSPVAPNRGRSMAQRGVVNVEPSSTELNLFGSKRLFNSPAKVDGDITEKEVK
ALFELWNQALATGDSRIVASRYTKSPVLLPTVSDVPRTDFASVKDYFDSFLLKQPQGKITI
ESHVNIGEGWASDVGIYEFTMGATGDKVKGRYSYNYVKEDGIWKIQHHHSSVMPEEIAMG
KPITDDEVRGLESLWNNALATLDPKQVANRYAKTGVLLPTVSDTPRADYGAIEDYFVNEL
KLKPOGEILESYVTVGHNWCQDVGIYEFAMGATGKKVKGRYSFIYVYEDGEWKIQHHHSS
IMPEGIVTAEPITEKEVRGLENLWNDALATLDPKKVADRYSKEGVLLPTVSDIPRTDYPG
IEDYFTNFLKLKPQGEIESGNIIVGTNWAQDAGIYEFTMGATGAKVKGRYTFVYVFEDGE
WKISQHHSSVMPEASKPKEISEEEVKNLEFQLWNSALATEDPDAVAKRYASKAVLLPTVSD
VPRTDYALIKDYFVGEFLKKKPQGEILESNVTIGHNWCQDAGIYEFTMGATGDKVKGRYSF
VYVYEDGEWKISHHHSSVMPEAFLGPAPKPAVDAKETVSA

CLUSTAL 0(1.2.1) multiple sequence alignment

LCIP63 mmm e MKFTSSSLSL
tr|KOSPX5 MGRWPRRGGAGVDVPRLLARATTLMSRFLASTRI FRSRAAAHSPSPNNSNMKFSTVAVA-
KKK . . ..

LCIP63 VLFLSAVSTVSSFAPNTVHTTRIGTSATSFNDHI ITADTRTSTELGLFGSRWRQARKFNA
tr |KOSPX5 -—-LSTLSSTQGFSPVAPNRG-—--—- RSMAQRGVVNVEPSSTELNLFGSK----RLENS
**::*:"'*:* : . *: 1 T . :**** ****: * **:

LCIP63 PAKTIGKGSSITEEEVRSLFTLWNSALATGDSRIVASRYTKNPVLLPTVSDQARTDYDSV
tr|KOSPX5 PAKVD---GDITEKEVKALFELWNQATLATGDSRIVASRYTKSPVLLPTVSDVPRTDFASY
***' "***:**::** ***'****************'********* ***: * Kx

LCIP63 KDYFDAFLLKKPQGKI IEGKINIGDSWASDCGIYEFTLGATGEKVKARYSFNYVQENGVI
tr|KOSPX5 KDYFDSFLLKQPQGKI IESHVNIGEGWASDVGTYEFTMGATGDKVKGRYSYNYVKEDGTW
*****:****:*******. : :***: .**** ******:****:***.***:***:*:*:*

LCIP63 KIQHHHSSVMPEEIAMGKAITEDEVRGLFSLWNNALATLDPKQVAARYAKKGVLLPTVSD
tr|KOSPX5 KIQHHHSSVMPEETAMGKPTTDDEVRGLFSLWNNALATLDPKQVANRYAKTGVLLPTVSD
Rk kb b kb bk kb i **:*********************** ****.*********

LCIP63 KARTDFSSIEDYFVNFLKLKPRGTILESHVTVGKNWCQDAGIYEFEMRATGKTVKGRYSF
tr |KOSPX5 TPRADYGAIEDYFVNFLKLKPQGEILESYVTVGHNWCQDVGIYEFAMGATGKKVKGRYSF
*:*:.:*************:* ****:****:*****.***** * ****.*******

LCIP63 IYVYEDGEWKINHHHSSIMPEGIVTAEPITKEEVRGLFNLWNDALATKDPIQVAKRY SKD
tr |KOSPX5 IYVYEDGEWKIQHHHSSIMPEGIVTAEPI TEKEVRGLFNLWNDALATLDPKKVADRY SKE
***********:******************::*************** *Kx :**.****:

LCIP63 GVLLPTVSDDVRTDFPGIVDYFTNFLKLEPQGEILGGKVT IGTNWAQDAGIYEFTMGATG
tr |KOSPX5 GVLLPTVSDIPRTDYPGIEDYFTNFLKLKPQGEIESGNI IVGTNWAQDAGIYEFTMGATG
KAXKKKK KKK ***:*** *********:***** .*:: :*******************

LCIP63 QKVRGRYTYVYVYEDGEWKIQNHHSSVMPESTKPQPISEEEVRNLFQLWNSALATEDPDA
tr|KOSPX5 AKVKGRYTFVYVFEDGEWKI SQHHS SVMPEASKPKEI SEEEVKNLFQLWNSALATEDPDA

KK e AKXKAK e AAK e AAKXKAKAAKX s AAXKXKAKAKAKAK s s kXKoo AAKAKAAK e AAXKX KA XA AKX AKX KA XXX KK

LCIP63 VAARYSNNAVLLPTVSDVPRNSYALIKDYFVGFLKRKPQGTILESNVTVGHNWASDAGVY

tr | KOSPX5 VAKRYASKAVLLPTVSDVPRTDYALIKDYFVGFLKKKPQGEILESNVTIGHNWCQDAGIY
Kok ks e KKKKKKKKRKAK | KKK KKR KR KR KRR K sk hk KKK ARk s Kk kKk | Kkk ok

LCIP63 EFTMGDNGDKVKGRYSFVYVFEDGOQWKISHHHSSVMPEKYLGAAPKPQIEEEMVVIEEPE

tr | KOSPX5 EFTMGATGDKVKGRYSFVYVYEDGEWKISHHHSSVMPEAFLGPAPKPAVDAKETVSA--—
KK KKK KKK KK KR KR KR K s hhk s hh kKKK AR AKAKRE sk k KkkKk o0 o *

LCIP63 AVMV

tr | KOSPX5 -

Figure S3. Similarity between sequence found in T.oceanica and LCIP63 sequence.
Alignment of protein (KOSPX5, UniProt database ID) with LCIP63 was performed using
MUSCLE software (http://www.ebi.ac.uk/Tools/msa/muscle/ ). The four domains are present
on this protein as shown by the alignment.



http://www.ebi.ac.uk/Tools/msa/muscle/

>jgi|Psemul |261071|estExt GenewiselPlus.C 5280010

MSFDFVPVRKKPVVRKVVVEKAPVKAPVKASAPAEAAPFFVDETRTANSAVDITEKEVRSLESLWNNALA
TGDSRLVASRYATKSGAVLLPTVSDTPRTDYDSIKDYFDGFLKKQPQGEILDGNIRIGNGWAQDAGIYEF
TMGAEGGAKVKGRYTYTYVMEDGOQWKIAHHHSSVMPEGIDIATSITKEEVQGLFHLWNDALATGDSALVA
SRYASKGVLLPTVSDVPRDDEDSIKDYFDAFLLKEPQGKILESFVTIGTNWAQDVGIYEFTMGATGAKVK
ARYSFVYTFEGGQWKIAHHHSSQMPEEVVPGPASITNEEVRGLEFYLWNDALATLDPAQVASRYSVETAPC
LLPTVSDVPRTDYDSIMAYFVDFCKKEPQGEILESYVTVGHNWAMDDGIYEFTMGATGDKVKARYSFEVYT

LEDGVWKIAHHHSSOMPEEIVPKSTVPEFAEANGSSSD*

CLUSTAL O(1.2.2) multiple sequence alignment

LCIP63
Ps|§gi261071

LCIPG3
Ps|jgi261071

LCIP63
Ps|jgi261071

LCIP63
Ps|jgi261071

LCIP63
Ps|jgi261071

LCIP63
Ps|jgi261071

LCIP63
Ps|jgi261071

LCIP63
Ps|jgi261071

LCIP63
Ps|jgi261071

LCIP63
Ps|jgi261071

LCIP63
Ps|jgi261071

MKFTSSSLSLVLFLSAVSTVSSFAPNTVHTTRIGTSATSENDHIITADTRTSTELGLEGS
MSF--——==———————————— DFVPVRKK--PVVRK-VVVEKAPVKAPVKAS-—-—-———— A

* Kx * K% . . . x ..ok

RWRQARKFNAPAKTIGKGSSITEEEVRSLETLWNSALATGDSRIVASRYTK--NPVLLPT
PAEAAPFFVDETRTANSAVDITEKEVRSLESLWNNALATGDSRLVASRYATKSGAVLLPT

* * ..ok KAXK e AXKXKXAK e AAKX AXAKAKAKAAK e KAKKK o KK KKK

VSDQARTDYDSVKDYFDAFLLKKPQGKIIEGKINIGDSWASDCGIYEFTLGATG-EKVKA
VSDTPRTDYDSIKDYFDGFLKKQPQGEILDGNIRIGNGWAQDAGIYEFTMGAEGGAKVKG

* KK KAXKXKAK e AAKXKAKX AKX KeXAAKeKXKeokekXk KKke Xk X KAAAXKAXAKekk X * KK

RYSEFNYVQENGVWKIQHHHSSVMPEEIAMGKAITEDEVRGLESLWNNALATLDPKQVAAR
RYTYTYVMEDGQWKIAHHHSSVMPEGIDIATSITKEEVQGLFHLWNDALATGDSALVASR

KKe o KAk Kek KAkKk KAAAAAAAKXAKX K s AKX e e kKo kAKX KAKe kAKX KX K KK ek

YAKKGVLLPTVSDKARTDFSSIEDYFVNFLKLKPRGTILESHVTVGKNWCQDAGIYEFEM
YASKGVLLPTVSDVPRDDFDSIKDYFDAFLLKEPQGKILESEFVTIGTNWAQDVGIYEFTM

KK KKK KAKAKAKRK KK R S SN *x eKek AAAKK KAKkek Kk Ak KAAkAkAkKk Kk

RATGKTVKGRYSFIYVYEDGEWKINHHHSSIMPEGIVTA-EPITKEEVRGLENLWNDALA
GATGAKVKARYSFVYTFEGGOQWKIAHHHSSQMPEEVVPGPASITNEEVRGLEYLWNDALA

* KK KK AKX KAK ek ok KekAkk KAAAAKX KAk ok KK e KAKXKAKKAAKX KNAXKAKXKXK

TKDPIQVAKRYSKD--GVLLPTVSDDVRTDFPGIVDYFTNFLKLEPQGEILGGKVTIGTN
TLDPAQVASRYSVETAPCLLPTVSDVPRTDYDSIMAYFVDFCKKEPQGEILESYVTVGHN

Rk S kS i KKK KKK K KKK . Ke KKk ek kK KAAKKKKK KK ek Kk

WAQDAGIYEFTMGATGQKVRGRYTYVYVYEDGEWKIQNHHSSVMPESTKPQPISEEEVRN
WAMDDGIYEFTMGATGDKVKARYSFVYTLEDGVWKIAHHHSSQMPEEIVPKSTVPEFAEA

KK K AKAKXAKAKAKAAKAAK e AKX e XKoo kK KKK KKK KKK K KKK * . *

LFQLWNSALATEDPDAVAARYSNNAVLLPTVSDVPRNSYALIKDYFVGFLKRKPQGTILE

Figure S4. Similarity between sequence found in Pseudo-nitzschia multiseries CLN-47
and LCIP63 sequence. Alignment of protein (261071, JGI database 1D) with LCIP63 was
performed using MUSCLE software (http://www.ebi.ac.uk/Tools/msa/muscle/ ). Only three
domains are present on this protein as shown by the alignment.



http://www.ebi.ac.uk/Tools/msa/muscle/

Table S1. List of primers used for gRT PCR.

Gene ID name, forward and reverse primers

Actin (ACT1) : Gene ID 7449411

CCTCGATTCGGGAGATGGTG

ATCAGGGAGCTCGAAGGACT

LCIP63 :

CCCTCGATCCCAAGCAAGTT

CTCCAAGATGGTTCCTCGGG

THP : Gene ID 7452158

ATGCTAACGCTCTCGCTACC

ACCTCCAAGTCAGCACACAG

CP12 protein : Gene ID 7445028

TGTTGATATCCGTGCACCCC

TATCCCTCAGCCACGATTGC

LRPa : Gene ID 7446790

CAAGGAGGCCATTTTCGCAC

CTGAATGAGGCCGACTCCAC

Stil : Gene ID 7448899

TAGGTTGAACAGGACGGTGC

CACCAACCATTGCACTCTGC




