FIG S1 Convex (A) and concave (B) eisosome faces of Penicillium
sp. isolate K17. Ste mages (use red/green glasses)
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H, hydrophobin layer of cell wall




FIG S2 Candelaria concolor mycobiont:
(A) and (B) convex faces, (C) concave face




FIG S3 Cladonia grayi mycobiont: convex face
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FIG S4 Cladonia grayi on agar:
(A) convex face
(B) concave face




FIG S5 (A) Cyanidioschyzon merolae
(B) Cyanidioschyzon YNP 1A
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FIG S6 Cyanidioschyzon YNP 1A:
Eisosomes in mature and daughter cells
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The eisosomes are generally circumferential, but
exceptions occur (asterisk). MW, discarded mother walls.




FIG S7 Cyanidioschyzon YNP 1A:
Eisosomes in mature and daughter cells




FIG S8 Cyanidioschyzon YNP 1A:
(A) convex face, (B) concave face




FIG S9 Galdieria sulphuraria
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G. sulphuraria cell with several chloroplast profiles, several
mitochondria, and no cytoplasmic starch. Eisosomes at
white dots.




FIG S10 Galdieria sulphuraria:
Non-etched plasma membrane differentiations
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(A) Circular IMP “islands” and parallel rectangular arrays (arrow).
(B) Parallel rectangular arrays (arrows) and eisosome with cell-wall inclusion

(asterisk). (C and D) Rectangular arrays of angled IMPs.




FIG S11 Galdieria sulphuraria
Non-etched concave eisosomes

Asterisks: P-faces of circular IMP “islands” (c.f. Fig. S10)




FIG S12 Galdieria sulphuraria: non-etched convex faces.
Stereo image (use red/green glasses)




FIG S13 Galdieria sulphuraria: non-etched concave faces (arrows)
Stereo image (use red/green glasses)




FIG S14 Auxenochlorella protothecoides:
eisosomes and walls

The inner granular layer 1 penetrates the eisosome
furrow; the outer denser layer 2 does not.




FIG S15 Auxenochlorella protothecoides eisosomes:
Concave faces (most elongated)

Arrows, wall entering eisosomes; cpst, chloroplast
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FIG S18 Chlamydomonas monoica:
Convex faces with irregularly shaped and distributed particles




FIG S19 Chlamydomonas monoica concave faces.
Stereo image (use red/green glasses)




FIG S20 Chlamydomonas monoica convex faces
Stereo image (use red/green glasses)




FIG S21 Chlamydomonas monoica concave faces.
Stereo image (use red/green glasses) (see Fig. S22 for labels)
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FIG S23 Chlamydomonas reinhardtii zygote
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White dots, eisosomes




FIG S24 Chlamydomonas reinhardtii zygotes:
(A) concave faces (B) convex faces




FIG S25 Polytomella parva cysts
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White dots, eisosomes; L1, granular wall layer; L2 denser wall layer.




FIG S26 Borodinellopsis texensis cyst

White dots, eisosomes; L1, granular wall layer; L2 denser wall layer.




FIG S27 Euplotes sp. cysts
(A) Freeze-substituted thin section (B) convex faces
White dots: eisosomes




FIG S28 Alignment of Green-BAR proteins.
Red, predicted a-helix; purple, predicted amphipathic a-helix.
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FIG S29 Alignment of Prasino-BAR proteins.

Red, predicted a-helix; purple, predicted amphipathic a-helix
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Bathy, Bathycoccus prasinos; RCC299, Micromonas pusilla; Ostta, Ostreococcus tauri



FIG S30 Alignment of Red-BAR proteins.
Purple, predicted amphipathic a-helix

1 10 20 30 40 50 60 70 90

Consensus 0 TxIlAEIxxxwalLszxxv]xxvzrn.

)
1. Galsu29505 --SsOMEVEHWMT SLKEVEK VD SV EPKL
2. Galsu26307 s EHWM HSLEEVEQVKX SVEPKL
3. Galsu26834 o —-mT EHWMNNLNEVQSVERN SVEPKE
4. Galsu27878 - =BV IEHWMNNLNEVQSVENTVEPKE

5. Galsu31012 e == ==PT DT IAARLFATIDK CHHAIV PKL
6. Chondrus32544 AEY SELK HRLHSVKLARAV YT CKML
7. Galsu30403 YRVOLWKDRETEVQRVENTVEEKW
8. Galsu30404 ————
9. Pcrue2251 ALKKVMHKVYV PVKADA SYVVER -PAT ILDRAGKLKMTKDAMK PTQAQY
10. Cyano10298 »sm.xsmwxImavzqmvzuummss VEFDOLTAQFKEAENLAETVYTRT
11. Bignal46937 P e s smmam e s o' s e e e S S S RRV FDALAG - - - - - HEKVIJAA FDDLGAKLEDLEKR CKA FTK IT
12. Ectsi0145_0034 mrnxssuxuuzmmspmzupwuumvuscwnaomcImnsmnnaummmex EAVDISEFEER SQRVADLKEKGKVRDAMN
13. Guith107219 -DSRYDAGRKSRITHSDSDEHH)\APEAGAVKKDLIYKHKAFI(RRTLHstl(VVGl(VOETK IEFDEL FEKFLDVSARJEKENR SA
14. Nagal00002g9 -APPAKPTVMKKMKA IKRRGV EA IFQK IGV SDGTLRT[EY ED CKQRFDRT IR EAG ElSQGH)
15. CCMP1779_2670 -EAPPKPTVMKKMKA IKRRSVEA IFQK IGV SDGE INTEFED CKRRFDRT IR EAG ELSQGH)

100 110 120 130 140 150 160 170 180 190
Consensus KSXLDKWKXHAQHGKDHSXXHSEIf---DX -YXVHLAD --VX X SXXEZS- - -XDXVLDRALERARKIR X EH-
Red-BAR
T ——)
1. Galsu29505 TSSGTKWRVVAQHIKDICSDLNQIENKEDPRY EVUQAG --AS-AAHDEDV -
2. Galsu26307 VSTTAKWKGIAQNCKDIATDLICQIENKND PHY EVi
3. Galsu26834 TATGGKWKAVAQHVKEVSDELSQIENKED PHFDV]
4. Galsu27878 NTTPTKWKAVFQHVKEVSEELSQIENKED PHYDV|
5. Galsu31012 ESATDKWKTLL SV SR SIS SELNEVHEK HAAEYKT]
6. Chondrus32544 SSANRGWV IQMQEQRNFSERFFESHPTTDD E IHO|
7. Galsu30403 FTQVLSL-DEASKLKHVICD SWHEIED SSSQQY ST| --PENL - SNLIQQ@R IFD QK-
8. Galsu30404 ~~NDPVLQRVSLLARKIR EEH-
9. Pcrue2251 KEAEKNWKGV/FTTMETT FA SMV SSHP-DDD SVKQUAKT - -VAKESSDAQR - --NSQSYNKAASN
10. Cyano10298 KNFVDGLAKGTEASTAMAESYGNAF- LAAHTNQFGGSELSS- ~AALA INKY CQEKEKLLAAKALEP
11. Bignal46937 srn.mumrousm-sucuumvﬂ»-nzgosnpnﬁn-»Lo ~KLHMESK - -DSCEMDE- V SAA]
12. Ectsi0145_0034 KRQLDCSRALICLA CADLGNACSEVG - -AQFQLDEDMRKQLDAAVAKAVES|
13. Guith107219 HRYMETQMKFLQSG========-=-] o - uppguxmvv»-ro SSHETLV - ~SSVGPRL~=-~~-QDRWLSSIVEPMDKVVERF -
14. Nagal0000299 GAFLDKSKDLFGVGMDEGGTVYEYH- WGRAMMDW PPG ~T PNALR SHPAAAQYKQAWTHCNETVRR SV - - - - ~AKVWLDQGLTRARAFIADEV
15. CCMP1779_2670 GAFLDKSRDLYGTGVDEGGTAYEYH- wcxgvvawc. TPSALRSHPAAAQYKQAWWHCNEAVRR ST - - - - ~-TKMWLDQGLT PARARY SEGV
200 210 220 230 240 250 260 270 280 290
Consensus EEMIX EYKER EKXTIED fBIHTR X LD X WEKKG - -
B _ (o ————————————)
1. Galsu29505 EEEEK EYKETDKY JER [HIKV LD NIFIK KN - QO F K DENIAA]S SV CADAIQKIE
2. Galsu26307 QOMAQ IV EEHKLITR LEHHIQA] RN FTY Ei
3. Galsu26834 EVIIR EY K EREKVIER FDIHARY [HAVTAE]
4. Galsu27878 EVIRIR EYK ER EKVIER [RJHRY HAVTAE]
5. Galsu31012 SNIIIN SLKNRTR HJEK ESLKK| fOK S SNA]
6. Chondrus32544 NREEAMY SRLNET{SEA SR JKALLAD
7. Galsu30403 KDIF0 Y EKKRDA CHR EFFHLV El QATKE
8. Galsu30404 QAMIR ECK ERERLEER FRJHIARY| DS ITQE;
9. Pcrue2251 TKHDAEYKKL EDLEVDEBMEAAG| j0EK IEF)
10. Cyano10298 RGUETRM EEL HKAQL DEYHOR [EEGL FKi
11. Bigna146937 AYJEGRMKLRNDADINEIHNG ENEKE@Y QARRDQEERTNAA]
12. Ectsi0145_0034 AEMDKM IM SRNKLFLDIIHH R -Nunm-mmonmnmx
13. Guith107219 KEEGNDAERRKRY LADE] L - HFTMN EKi
14. Naga100002g9 PERHEADLREAY VK DEISHRRIFNATIDKQVK Y AAA PA PANGA PN A £V EXALY xus-m\mnnmﬁauu
15. CCMP1779_2670 PEEFHEADLREAYVKDEISHRREIFN SEADKQAKYAAA PPSANGG PN PR¥AA EV EKAL Y] 10 SEFAHATNEDRFRRQN SK
300 31 340 350 360 370
Consensus -V EAXA EQL X ALWY SQUXE - - -RRPXY- -~ ~XXELEAB - == = = == = = =] KXSAMX -
1. Galsu29505 -V SHFAEDA SAVWSTQLQY - -EvPYLouuozzux-- -
2. Galsu26307 -vsSAFAERNCVALWYTEFSE - ARHLHSLHDNSAHQHSHILTVAVSQV-- -
3. Galsu26834 ~-VEHFAEQS IALWHTQMLM - “KTN==emmee -
4. Galsu27878 ~VEHFAEQS IALWYMQMRM - -KSSNTSFP-- -
5. Galsu31012 -AQULEHRAL IGEWHSDLKH - -—-
S.Chondr0532544 -SVHFKARLTSYWL SHEKH - -—-
7. Galsu304 ~PLALHCALVAFRNVNMQT - -
8.Galsu30404 -vSHFAECTMCLWN IQFHM - -
9. Pcrue2251 ~EDAFR I SKIFYAHALF - -RFSDIHV*
10. Cyano10298 CVDUILKARNTGAMG PLQPYY -
11. Bignal46937 ~FQY INAMCSGFIKM@MYY --y| -KISSLYILF-
12. Ectsi0145, 0034 -IEQLKQRQQGFFG SAFSY vARElzstxstNAerL-- -PABEYGSS~-~
13. Guith1072 -—— AEAF -~ -QACSA-----
14. Naga100002g9 -DE]LETBLRTVLACQAELFCQTGZHLsol.LKsLP:EEKvEsLRromDLvAAGGnARw-- -BLSQFEKLVKAVTATVTTTFTPRSP
15. CCMP1779_2670 ~DEMLENEWMRAA IVSQVELFTRTGEHLAQLLGAL PEEEKV ISLQKQHKALVAEGG PEARPY - - -EMSQMGKMVKAVTN ==~ -NFTPRTP
390 400 410 420 430 440 450 460 470 480
Consensus - TSGXEHGDKX - - SAXGXX EXXLXNSXX - -SXEXX -

1. Galsu29505

2. Galsu26307

3. Galsu26834

4. Galsu27878

5. Galsu31012

6. Chondrus32544
7. Galsu30403

8. Galsu30404

9. Pcrue2251

10. Cyano10298
11. Bignal46937
12. Ectsi0145_0034

TQGREAEEAY TNEEKVENSE

SYGQIEQQSPISEEAF--GSLE--
~SSTVEEGADLSKSG---GSEEGKFTR -
~SAAKHTKD PLANND - - -STLD - -

-KTVGVIDYTPVAEHERNSKTSSETET -
~DDEVDVETNYQNDKPKQSRESARESD -
DSTHDGNKS~--SDH-~LENLLQNSRLTDEVEE =~~~

ILGDNGSPN-~SSPTAAATALSSSPPPSSSTNGTMQK -~
~GMSGAIKDASTRAGGDDSPDRSPASA -
13. Guith107219 -SQLRSISLSSVNHRERNSFDHPPQSH-
14. Naga100002g9 ¢ -PAQGGQP-TPVTNASQSGPPKSPHKP-TSSALVASG -GNSEGGRTSGHFSSF
15. CCMP1779_2670 PSPTTEADGAPIESTPPG2EV QYN - -NAAGGQDGNNGGGNGATHE K SSEK PET 5 svaSQnDGGDGuEvGGvaTTAsRssssGGustiTNr
530 s40 550 580

Consensus ~ mmmmmmmeeeeeee KNSDAASS LTXS——

1. Galsu29505

-QKNSAIPPSFRTAS

EQLTEQSKNINNAKNTSETSPA-

2. Galsu26307 -CNSLDATTSQLDRTHLLOHVNRMSSVLNSSS --SSNNSSYRHPEQPNTSSIGR STKQGN SNEAMSAVSQS-
3. Galsu26834 PFHDSKATTENSDSSS- LEVNGKQGSSSDVYRSMRST -
4. Galsu27878 ----TDNAF~ - - CPCHEEDDKQESAPER¥PSIQSL-
5. Galsu31012 QKNCETAWKALEKPSIEGSTISTLE -SNNEEQETSQEET SKYVTRNSS-
6. Chondrus32544 -AKDAAVQLSSPTAVTV-ESPTGVAEAFTEPA ----PTKRKEITQTETNSSEP-
7. Galsu30403 - QNALVLSSQADLPPGWERRYEPNLGRYYYVDHNTRTT SWEPPTANNKVASEAESYS I PASNNSQTD HEVGGN SNDYNRNTAVT
8. Galsu30404 ~EKHQDGSSVSLEKY mmmmmmmmmm e EXEVEQEPSISSTPQY¥QSAKST == mmmmmmm
9. Pcrue2251
10. CvanolOZgﬂ
11.Bignal46937 ~  m--emmemmmemeeeemee—-ee- SIGDSREKKATTAEMPPAPT
12 Ensnﬂus 0034 SSGGGGMAGASSGTGSFKAPPAGGGG SSWWDKHSATADTQ PAAAASGWGAGTKG PPAPPAAGQQQARALFSYTAADNTELSLTEGEVL -
13.Guith107219 ~ —--oo GFASTSEQHRGFEDD FNKPTPSNFNDNT FGM FEDARSLD === == m == m = == m = = PSPHVQALFAYEAAAEIELSLEENDII-
14. Naga100002g9 FSRQSSRG -DASKGGGSTTAGAGL STATGYDKMG SSNGAAHKDDAL PLPMATAA PPN SSQK - PV FARALYDNEAEDETELAEMVGDL I~
15. CCMP1779_2670 FNRQSVGGVEANKGGNLTAAAGNQGVADGYETHMD SSSGAAKFDETV PLEVAAVAAVDASPT PPVMARALYDNEPEDETELGEVVGDLL -

650 670
Consensus -

SH3

1. Galsu29505
2. Galsu26307
3. Galsu26834
4. Galsu27878
5. Galsu31012
6. Chondrus32544
7. Galsu30403
8. Galsu30404
9. Pcrue2251

10. Cyano10298
11. Bignal46937
12. Ectsi0145_0034
13. Guith107219
14. Naga100002g9
15. CCMP1779_2670

RSRRKKANKKVEMDSLS
TVVSQDQSGWWTGEKGGRKGLFPSNYVNLI**
EVLREDD SGWWQGRKDGRVGWFPFNYVEII**
EILAKDDSGWWDARLNGKVGSIPANYVEVIPP
EILTKDDSGWWEARLNGKVGSIPANYVELLVV

Galsu, Galdieria sulfuraria; Chondrus, Chondrus crispus; Pcrue, Porphyridium cruensis;
Cyano, Cyanophora paradoxa; Bigna, Bigelowiella natans; Ectsi, Ectocarpus siliculosus;
Guith, Guillardia theta; Naga, Nannochloropsis gaditana; CCMP, Nannochloropsis
oceanica.



Consensus

Identity

1. ScLspl
2. ScPill

Consensus

Identity

1. ScLspl
2. ScPill

Consensus

Identity

1. ScLspl
2. ScPill

Consensus

Identity

1. ScLspl
2. ScPill

FIG S31 Alignment of yeast Lsp1/Pill eisosome proteins
Red, predicted a-helix; purple, predicted amphipathic a-helix
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FIG S32 Alignment of animal amphypysin proteins
Red, predicted a-helix; purple, predicted amphipathic a-helix
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FIG S33 3D structure of the two faces of BAR-domain monomers of
yeast Lsplp (3plt), Drosophila amphiphysin (1uru), Chlamydomonas
Green-Bar (Gbar) and Galdieria Red-BAR (3caz).

Surface charge potential: Blue, positive; Red, negative; Yellow, polar; White, hydrophobic
Arrows, N-terminal amphipathic a-helices




Table S1 Microalgae that do not produce eisosomes during vegetative growth.

Class Genus and species Cell wall?
Chlorophyceae Dunaliella tertiolecta No
Dunaliella salina No
Polytomella parva No
Chlamydomonas reinhardtii Yes
Volvox carteri Yes
Haematococcus sp. Yes
Borodinellopsis texensis Yes
Trebouxiophyceae  Botryococcus braunii Race A Yes
Botryococcus braunii Race B Yes
Botryococcus braunii Race C Yes
Prasinophyceae Micromonas CCMP 1545 No
Bathycoccus RC 216 No (scales)
Cyanidiophyceae Cyanidioschyzon merolae No
Eustigmatophyceae Nannochloropsis salina Yes
Nannochloropsis oceanica Yes
Nannochloropsis gaditana Yes
Nannochloropsis occulata Yes
Eustigmatos vischeri Yes
Bacillariophyceae Phaeodactylum tricornutum Yes
Thallasiosira pseudonanna Yes
Cyclotella cryptica Yes
Chrysophyceae Ochromonas danica No
Phaeophyceae Pelagomonas sp. CCMP 1756 Yes

Dinophyceae Symbiodinium sp Yes



Table S2. BAR-domain containing genes described in this report. Abbreviations: AGD,

Arf-GAP; Ank, Ankyrin; PH, Pleckstrin-homology; PX, Phosphinositide-binding structural
domain; RNI, RNase-inhibitor; SNX, Sorting nexin; Vps5, Vacuolar protein sorting 5; ext,
additional C-terminal sequences with no identified sorting domains.

Species ID
Chlamydomonas reinhardetii
Crel6.g653450
Cre06.g299500
Cre09.g392500
Cre03.g154150
Cre06.g281050
Cre07.g326450
Cre10.g462300
Chlorella sp. NC64A
jgi|ChINC64A_1]141336
jgi|ChINC64A_1]56892
jgi| ChINC64A_1]142705
Cocomixa subellipsoidea C-169
jgi|Coc_C169_1|64865
jgi|Coc_C169_1|66447
jgi|Coc_C169_1]11161
Asterochloris sp.
Astpho2|2936
Astpho2|351
Astpho2|8374
Astpho2|2830
Chlorella protothecoides
Cproto_AO0OA087SP19
Cproto_AOA087SN63
Cproto_AOA087SN62
Klebsormidium flaccidum
Kleflo0046_0340
Klefl00290_0020
Klefl00109_0220
Kleflo0036_0250
Kleflo0014_0220
Micromonas RCC299
jgi|MicpuN3|62600|
jgi| MicpuN3|89004 |
jgi| MicpuN3|55855|
jgi|MicpuN3|62692|

Domain Structure (protein length)

BAR + ext (398 aa)

BAR + ext (530 aa)

BAR + ext (340 aa)

BAR + PH + ArfGAP + Ank
PX + Vps5

PX + Vps5

PX+divergent Vps5

BAR + ext (359 aa)
Divergent BAR + ext (752 aa)
PX + Vps5

Divergent BAR + ext (296 aa)
PX + Vps5
PX + Vps5

BAR + ext (897 aa)
Divergent BAR + ext (465 aa)
BAR + PH + ArfGAP + Ank

PX + Vps5

BAR + ext (347 aa)
BAR + ext (315 aa)
RabGAP-TBC + BAR

BAR + ext (323 aa)

BAR + PH + ArfGAP + Ank
PX + Vps5

PX + Vps5

BAR + ext (882 aa)

Ext + BAR (347 aa)

BAR + PH + ArfGAP + Ank
BAR + PH + ArfGAP

PX + Vps5

Family

Green-BAR
Green-BAR
Green-BAR

AGD homolog
AtSNX1 homolog
AtSNX2b homolog
AtSNX2b homolog

Green-BAR
Green-BAR
SNX homolog

Green-BAR
SNX homolog
SNX homolog

Green-BAR
Green-BAR
AGD homolog
SNX homolog

Green-BAR
Green-BAR
Others

Green-BAR

AGD homolog
SNX homolog
SNX homolog
P-rich associated

Prasino-BAR

AGD homolog
AGD homolog
SNX homolog



Table S2 (cont.)

Ostreococcus tauri
jgi| Osttad|32396|
jgi| Osttad|16066|
jgi| Ostta4|35163|
jgi| Ostta4|36908|
Bathycoccus prasinos
Bathy08g02610
Galdieria sulfuraria
gi| 452824006 |gb|EME31012.1|
gi|452820841|gh |EME27878.1|
gi|452822486|gh|EME29505.1 |
gi|452819782|gb | EME26834.1|
gi|452819243 |gh |EME26307.1|
gi|452823393 |gb|EME30404.1|
gi| 452824006 |gb|EME31012.1|
gi|452823392|gb|EME30403.1|
gi|452825554|gb |EME32550.1|
Cyanidioschyzon merolae
gnl|CMER|CMR296C
gnl|CMER|CMS157C
Cyanophora paradoxa
ConsensusfromContig39931
ConsensusfromContig10298
ConsensusfromContig53923
ConsensusfromContig9140
ConsensusfromContig9428
ConsensusfromContig48286
ConsensusfromContig55813
Chondrus crispus
gi|507108597 |emb|CDF32544.1|
Porphyridium cruensis
evm.model.contig_2251.3
evm.model.contig_2493.1
evm.model.contig_3425.9
Bigelowiella natans
igi| Bignal| 146937
Guillardia theta
igi| Guith1]107219]|
Ectocarpus siliculosus
Esi0145_0034
Nannochloropsis gaditana
Nagal00002g9
Nannochloropsis oceania
CCMP1779_2670

Ext + BAR (428 aa)
PX + Vps5

PX + Vps5+P-rich
PX + Vps5

Ext + BAR (577 aa)

BAR + ext (303 aa)
BAR + ext (286 aa)
BAR + ext (292 aa)
BAR + ext (297 aa)
BAR + ext (307 aa)
BAR + ext (218 aa)
BAR + ext (303 aa)
BAR + WW

BAR + F-box + RNI

BAR only (237 aa)
BAR only (243 aa)

BAR + ext (342 aa)

BAR only (242 aa)

BAR + ext (431 aa)
Divergent BAR (138 aa)
PX+BAR

Vps5 only
Vps5 only

BAR + ext (327 aa)
BAR + ext (250 aa)
BAR + ext (481 aa)
BAR + ext (517 aa)
BAR + ext (309 aa)

BAR + SH3

BAR + SH3

BAR + SH3

BAR + SH3

Prasino-BAR
SNX homolog
SNX homolog
SNX homolog

Prasino-BAR

Red-BAR
Red-BAR
Red-BAR
Red-BAR
Red-BAR
Red-BAR
Red-BAR
Red-BAR
Others

Others
Others

Others
Red-BAR
Others
Others

SNX homolog
SNX homolog
SNX homolog
Red-BAR
Red-BAR
Others
Others
Red-BAR

Red-BAR

Red-BAR

Red-BAR

Red-BAR



Table S3 Genomes of algae and protists lacking Green-BAR and Red-BAR homologues.

Aureococcus anophagefferens (Pelagophyte)
Fragilariopsis cylindrus (Bacillariophyte)
Phaeodactylum triconutum (Bacillariophyte)
Thallasiosira pseudonana (Bacillariophyte)
Emiliania huxlei (Bacillariophyte)
Pytophthora sojae (Oomycete)

Oxytricha trifallax (Ciliate)

Ichthyophthirius multifiliis (Ciliate)
Styolnychia lemnae (Ciliate)

Paramecium tetraurelia (Ciliate)

Tetrahymena thermophile (Ciliate)



