a

Oslil3 AEKPPAAAAAPPLPKFRDSRWVN 100
OsLIL3 AEKPPAAAAAPPLPKFRDSRWVN 100
0slil3 s TWDLRQFEKGGAVDWDAVIDAN MEM ............................................ 133
OsLIL3  euimexe)ns e \usip NG FARRRKWBDCPEAT SPDEAVVEDTST 1 PWWAWMKRFHLPEAEKLNGRAAMIGFEMAYFVDSLTIGVGLVDQMGNFFCK 200
OS1i13 133
OsLIL3  TLLFVAVAGVLLVRKNEDIETVKKLIDETTFYDKQWQATWQDESPSQPK 249
b
OsLIL3 MAMATSTES . PPASOLSLTRRRLHPGPD. .LLTLS.SPRIR. . .. ... AGLRLARAAAGEAPVE . TVEAPPSKPEAEP . SPAASN 72
Hordeum vulgare MAMATSTES . P. .HPLSLKP.QLGPKPH. .RLHLAPFPRLR. . .. ... ALRRLA . AAAGEAP. . . . VEAPPKPAEADP . SPAASN 66
Zea mays . .MATSTES .P. .RPATLKPLRARAKPAGLQLHLLPFPRLR. . .. ... VACATA. . .AGEAP...... PVEQRDEVEPASAAASN 64
Cucumis sativus MSSMALES . PSSHLSTESPSHHTTHFSFRPFSSLRTRNPSSSSSSLETIRATADNGAGI SGGSATVSVETPVEQKDPEPAKLAP 33
Nicotiana tabacum MMSSMALESAPPPHFPTLSP. . PKPHLTHKLY IPLTLKKP. . .. .. HFSFRAVDD. . . . VITATSAVTIE. . . QEKAEESNGVAL 70
AtLIL3:2 MSISMALES . PPISSS . LONPNLIPKISTSLLSTKRESLIS. ... ... VPRASSDNGTTSP. . . . VWKIPKPASVAVEEVPVKSP 72
AtLIL3:1 . .MALES . PP1SSSSLONPNFIPKFSFSLLSSNREFSLLS. . . . . .. VTRASSDSGSTSPTAAVSVEAPEPVEVIVKEPPQSTP 73
Chlamydomonas reinhardtii . . MOMLASSSRSATRASRPTGSSRSSVVVRATAEAPVVE. . . . .. KKERKLG............. PLERGGTLSGDAAAGKDA 62
1
OsLIL3 E. KG@AVDM:AEDALARB}{SWDEDO;EATSPDEAWV@ 146
Hordeum vulgare . REASSSEDANVISY 149
Zea mays REATSTDDANVIZY 142
Cucumis sativus 3 RESSSNED 162
Nicotiana tabacum GIW RK LE|' XESSSNED ED 146
AtLIL3:2 Qv V MNIEETTSNDE 152
ALIL3:1 SIWDLIX I‘ LEl ‘\FETTSNDE 155
Chlamydomonas reinhardtii (. . . . R KSAK VAl' {UBSDN& I PSINEE 143
OsLIL3 231
Hordeum vulgare 234
Zea mays 227
Cucumis sativus 247
Nicotiana tabacum 231
AtLIL3:2 237
AtLIL3:1 240
Chlamydomonas reinhardtii 228
OsLIL3 PKOIOATIIODESPS . . QPKK . 250
Hordeum vulgare DI%QW OSTRODDSTS. .GPKK. 253
Zea mays V\‘ QA DDPTE. . GPKN. 246
Cucumis sativus ) DETSG. . SGKM. 266
Nicotiana tabacum )\\ QASKDETSS. . SSKES 251
ALIL3:2 EPDSSTVSSKK . 258
AMLIL3:1 QAAWKNDDDESLGSKKK 262
Chlamydomonas reinhardtii EEKWNATWDGVRRPSEAADQ 249

Additional file 8:

Figure S4. Sequence alignment of OsLIL3 and its homologues. Identical residues

are boxed in black, and similar residues (=75% identical) are highlighted in gray. A black underline

indicates the putative chloroplast signal peptides, a red arrow shows the mutant site of 637ys, and green

underlines represent the transmembrane helices predicted by HMMTOP. The blue box shows the LHC

motif based on the sequence of LHC motif. The red box shows the 11 new amino acids in the mutant

Oslil3 protein. GenBank accession numbers for the respective protein sequences are as Fig. 5.



