
P.tricornutum     1 LSNLVDRCRSNTSTRIHTFLPTHSTMKFSLATLSSLTLLVAPWAVAAASAACPYLEAAAP 

Chlamydomonas     1 MEKSP----------------FFAAL--------------------------------AL 

P.multistriata    1 MASATTT---SCSSRNIRSVASFAALLFALACLGNGSYTAAQ-PSNPSTPPCRFLDDAPP 

 

 

P.tricornutum    61 VEYELPASALTNPLVDLPVKFVGVKSVITRSQVPFGSKPRVVVQRYSSKPTIAYDPTDGS 

Chlamydomonas    13 V-------------------MLAGATAVHATAM--------------------------- 

P.multistriata   57 LDVEIPS-VLT----HKKLSFLGVAAKVHRKATASGSKPRLRFLRYSSTPTV--DVTRGG 

 

 

P.tricornutum   121 VTISSAACSGGVS---SEE-GSGATSSTKNSLMTMASTLAMYALGGEIG---AGLALAGA 

Chlamydomonas    27 ------------------------------------------------------------ 

P.multistriata  110 ILVSAEGSGCDVSVVDSILSSSAPSRSTPRRLLAASAVAAGFLSSHKLGMLIAVLCLSSP 

 

 

P.tricornutum   174 ALTNLPT--AHAQDESCMPSVEVMVEAPAAYRGAVETCLAEVTDQSQCPLPFPTFPTC-- 

Chlamydomonas    27 -------------------------EKVGNYLIPVE---------------SGE--IEGA 

P.multistriata  170 SLVPGSAFAEAASSSTCTPSMEIVLEAPPYYLGSVEECLRSVSNPDHCPEPFPEFPICGA 

 

 

P.tricornutum   230 ---S-TPSPTCGVAVVGAGAGGLYTALRMVDERAIEASDVCIFETTERVGGRLFSLRGLG 

Chlamydomonas    45 ---ETVMPKKCDVVVVGGGCGGIYSAYRLLSGTTLKP-SVCTFEATNRVGGRIFSIRGLG 

P.multistriata  230 DDRE-LAAPACKLAVVGAGTGGLYTAYRLVEEGVFEGSDICIFEATDRVGGRIYSLRGFG 

 

 

P.tricornutum   286 PDNDLSVDAGGYRTWPEFTPTLHALITEYLNIPMDCYDPSEVPCQKF-NIVDENGNKAGF 

Chlamydomonas   101 KLADMTVDLGAYRYVDGRHTLVQGLVENLLKLKYVLYDPAS---TQFRKIVDDKGDDLGF 

P.multistriata  289 PEGDISVDAGAYRTWPDYTPTTHALITEVLGFDVECYDEDD-PCTKF-NIVGETGEKIGF 

 

 

P.tricornutum   345 ATFVEEMMRRLTDAGACFYPFHEVRSLAKIEAPSDTATARNADGTAT-ELHFTNG-ATAV 

Chlamydomonas   158 VTFVEELTKLSMSLGMKLFLNSPVTKVDRM--PSTSAD----AQYAVSVM-GPNGKIMKV 

P.multistriata  347 ASFVEELMSRLIEKGACFFPRHNLVSVAHN--NDDAET----DGYASNTLTFSNG-VKTR 

 

 

P.tricornutum   403 ATFTTILGVPQRPLLNILRNSNFANSIM--------------------TAAKWD-AVHSV 

Chlamydomonas   211 VAKHVIFNTPQRPLMRILQNSNLARVT------------------------EWSSALDMP 

P.multistriata  400 ATHGTILNVPQRALLEILRESKDLFSSSSSSPSSIASGTNLDRSAREEEKRTYD-SLHSV 

 

 

P.tricornutum   442 QTVIASKLYLYYPRGQVFWRKLNLGAGDFELDGD-----------ARNMLLAGRYHDGHV 

Chlamydomonas   247 FPLMAAKMYLYYDD--AWWVYMNRTTGSLNDPNTNNATTFNSSSLFTTPPLRGRYHDGDW 

P.multistriata  459 QTEIVTKLYLYYED--AWWYKLGLTQGDFSLPGD-----------ARSMLLEGRYHDGHV 

 

 

P.tricornutum   491 ECEDENDP-DTCRGFLLAVYANDLSGNKAQFF------------------RRYQRDRPEP 

Chlamydomonas   305 KCNADN---TKCHGMFMYTYASDNGGTYNRGGQGLDISPYNGVVPRYYWNVAVNPDPSKP 

P.multistriata  506 KCEATDDGDEKCYGFLLAVYAHDFSGTKAQYF------------------RRFQRDRPEP 

 

 

P.tricornutum   532 VTILSNSDLESAEFLKHAHAQLEQYHLYENPGANYTGSEALAAFR------NVNPPEFAV 

Chlamydomonas   362 YVVLDMTSSGGKNLIMEAHKKVVDYHISINAS-------IPEPY-------ASTYPSQAV 

P.multistriata  548 VTILSDTNPEEEDFLRHAHERLVDYHVYGEDNARLLNASAYSPFQFRKIIESSPPPTFAV 

 

 

P.tricornutum   586 LSTWNEAVPWAGGAWHAW-------------TDIDNID--LAQKPLADSNIFVVNEAFSL 

Chlamydomonas   408 VVVWDPQIQWTGGAWHSYKNGIYGSQVSTNYTDPRNAVPVASIKPFAGENVWVANEAFSA 

P.multistriata  608 LANWNTAAFGAGGGWHHW-------------TDTANAE--KAMKPLNPLGIHVVNEAFSK 

 

 

P.tricornutum   631 LHGWAEGSIKLADSILEDYFNIARPWNFEVSDFVQFVQQTNSRECVEGEGGSSGGGTDGG 

Chlamydomonas   468 VQGWAEGSLIMAENVVTQ-LGAARPTFIS----------TQRHDCVLYPSY--NY----- 

P.multistriata  653 IQGWAEGSLLLADEILEEHYGVARPWSFEVPQSIFYLAQTSSEECVAGDDA--GSGQSGG 

 

 

 



P.tricornutum   691 SSGGGGGDTSGGGG-GASNPALCFTEDALVTMADGSLKRIVDVQLGDRVVTGTGKGNGLV 

Chlamydomonas   510 ------------------NATL----------------------------------CGLS 

P.multistriata  711 S------SSSGGAGPVAGELDLCFAAGSLVEMANGNLVPIEDVEEGDSVATGVGGKIGLV 

 

 

P.tricornutum   750 TEKLIHPVKKT----------------VPVAILATKDGDLTGTPEHPIY--HQGEWIEMG 

Chlamydomonas   518 LNPLVQGVTRR----------------RAAAVSAS------------------------- 

P.multistriata  765 TEKLVHPVRMKEAKKTAWGAPYRTRRWSDVVVVPTEHGDLVGTPDHPVLLGNSSEWMELG 

 

 

P.tricornutum   792 D-LTSDLLTLT----EAHVEAFYNLEIDGD--------QAGTSSHSYVVNGIVASGLGDN 

Chlamydomonas   537 -----------------------------------------ASIASETL-KAAAAGLSGG 

P.multistriata  825 DALERNLLAVGARRVSRDVDIFYNLEIDGHKVYKDDGRQAQQSPHSYVVNGVVASGLGDN 

 

 

P.tricornutum   839 EDLNKLSPRQKIWKDEV------IDVISQ------- 

Chlamydomonas   555 RKLGAY------------------------------ 

P.multistriata  885 PLLNRLFPRQRVFLEEQSKHHHDIDLISATSIVDKT 

 

 

Supplemental Figure S2. Sequence alignment of the Chlamydomonas reinhardtii LAO1 protein 

(AAB97101.1) and putative orthologs identified in the diatoms Phaeodactylum tricornutum (Phatr3_ 

EG00033) and Pseudo-nitszchia multistriata (VEU40048.1).  
 


