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Eukaryotes (Non-photosynthetic eukaryotes)
_ CEL (Caenorhabditis elegans) _DCGR (Candida glabrata CBS138) _ DKLA (Kluyveromyces lactis NRRL Y-1140) _ DME (Drosophila melanogaster) _ HS
_ SCE (Saccharomyces cerevisiae) _ SPO (Schyzosaccharomyces pombe)

Moss (Moss)
_ PPT (Physcomitrella patens)

ATH (Arabidopsis)
_|ATH (Arabidopsis thaliana )

OSA (Rice)
_ OSA (Oryza sativa)

PoTR (Poplar)
_ PoTR (Populus tricocarpa)
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No. w |t H 35 5 PiEiF HEHEIHE

1{OTAU_7887 softffufafafafa [l fafefafefafafofafafafefrfefafrfr]ofo]o[gwi.16.00292.1 |

2|PPTc_yefbé il ffolo[afafa e fafa o fafafafafafafafa ]|} ofo]o[hypothetical protein; Physcomitrella patens;; AQ

3|PTRe_PhirCp043-yef66) ol nfo e fafafafefafafafafrfufafafr]afaf{afr{r]r]o[o]ohypothetical protein

4|IPSe_yeft6 w3 folr e [afolofafafalo [ fafafr[r]r]r]o]o]o] conserved hypothetical prosein

5|Ana_alf0942 soofufufafafafufafafafafafaufajafaafafafafafafafafr]o]1]1|nypothctical protecin |

6[Ava_Ava_0519 sorfufufefufafafefafafafafafefafafaafafafafafafrfafefofn]r|yenselike |

7(Npunl_NpRS94§ soafnfafafafafafafafafafafafafafafafafafafafafafrfr]1]ofo]o |hypothetical protein [Nostoc sp. PCC 7120] |

8|Pml_PMM0063 o fufolafufafafafefefafrfafufuefafafafuefrfafrfr]r]o]o]o |bypothetical protein |

9|Pm2_PMT1591 e[ 11 fola e fr e e [ fafafafo | o fo [hypothetical protein

10{Pm3_Pr0077 ssafufafafolafufafufufafafafafafafufafuafafa]afafafr]i]o]o]o|nypothetical protein

11{Pm4_PMT9312_0065 sosfafufafofafufafafafafufafafafefafafafafafafe]frfr]r]o]o]o [hypothetical protein

12|PmS_PMN2A_1426 2000 nfafofafufafufafafafafefajafafafafrfafrfrfrfrfr]ofo]o |hypothetical protecin

| 13|Pm6_P9301_00741 soofafufafofufufafafafafufafufafafafrfafefafrfafrfr]r]o]o]o |rypothetical protein

14|Pm7_P9303_03191 [0t [afo[a e fr P fa e fa [ ] o oo [hypothetical protein

15|Pm8_P9S1S_00721 sosfafufafofafafafafafafufa]ufafafa]afafafafufa]rfr]r]o]o]o |hypothetical protein

16{PmO_NATLI_01271 2000 fafo[afa e frfafafafafafafrfa]r]o]o]o [hypothetical protein

17[PmA_A9601_00751 soofnfufufofafufafajafafafajufajrfafufafrfafrfrfrfrfr]o[o]o |hypothetical protein

| 18[563_syc2080_d-ycfs6 7 ffefu e fa e paedafafefafefafrfofo]u|bypothetical prowin YCF66

19S79_Synpee7942_2015 aafa e fafafa e fafa P fafafafao o1 {conserved hypothetical protein YCF66

20[$81_SYNWO0333 sooftfafufufafufafafafafafafafafafa]afafafafrfa]r|r]r]ofo]o |nypothetical protein

21{593_sync_2462 saffefefefe e fefefefefefaa e fafefafafafrfrfrfofo]o [hypothetical protein

22|596_Syncc9605_2262 stofnfufafafafufafafafafufafafafafafafafafafufafafrfr]ofo]o |nypothetical protein

23599 Synce9902_0418 asofnfufafufefufafufefefefufafafefofafafefafrfefafrfr]ofo]o |hypothetical protein

24|Tel_lr2014=ycf6 a3 faffafafafafafafafafafafafafafafafafafafofafufofr]1 |hypothetical protein

25| Ter_Tery_3709 os{afefafufafufafafafafafafefafafafafafefafrfa]rfr]e]o]o]o [hypothetical protein

26|CRE._120672 9s{ofofofofofofoofoofo]ofo]ofofofofofo]ofofofo]o[o]T]o]0 [roannottion

27|YelA_CYA_0837 260{0ofofof1]|1]o]ofo]ofo]ofo]ofofofofo|ofofofo]oft]ofo]L}|1 protein

| 28[YelB_CYB_1841 267100 ofoft]1]ofo]ofofofo]ofo]ofofofr]t|ofofofo|1[o]o]t |t |putative membranc protcin
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Protein groups shared by land plants

Black: not conserved in bacteria, cyanobacteria, algae,
animals and fungi

Red: also conserved in eukaryotes (algae, animals and
fungi) but not in prokaryotes
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