Supplementary Table 1. Green algae genes whose expression levels increased due to co-cultivation of green algae mutants and yeast
	locus taga
	Log2 (fold change)
	-Log10 (p-value)

	CHLRE_05g233950v5
	2.01
	0.58

	CHLRE_13g573250v5
	2.18
	0.59

	CHLRE_01g038250v5
	2.93
	0.59

	CHLRE_12g507300v5
	7.87
	0.61

	CHLRE_01g006950v5
	2.12
	0.62

	CHLRE_02g084250v5
	2.08
	0.63

	CHLRE_07g323800v5
	19.49
	0.63

	CHLRE_13g583450v5
	2.11
	0.66

	CHLRE_12g507800v5
	2.31
	0.70

	CHLRE_12g511900v5
	2.81
	0.70

	CHLRE_03g205900v5
	3.43
	0.70

	CHLRE_12g548400v5
	8.35
	0.71

	CHLRE_03g191050v5
	3.11
	0.72

	CHLRE_03g207250v5
	2.94
	0.74

	CHLRE_12g542250v5
	14.27
	0.76

	CHLRE_01g046650v5
	5.94
	0.77

	CHLRE_06g259900v5
	7.85
	0.77

	CHLRE_12g530600v5
	3.29
	0.78

	CHLRE_16g672650v5
	2.59
	0.80

	CHLRE_06g285250v5
	4.31
	0.80

	CHLRE_06g250300v5
	2.46
	0.82

	CHLRE_12g500500v5
	5.02
	0.82

	CHLRE_09g400100v5
	7.09
	0.83

	CHLRE_03g204601v5
	2.35
	0.84

	CHLRE_13g570851v5
	4.34
	0.84

	CHLRE_13g606600v5
	2.20
	0.85

	CHLRE_10g450350v5
	2.05
	0.87

	CHLRE_12g553552v5
	2.32
	0.87

	CHLRE_03g160300v5
	3.40
	0.87

	CHLRE_07g335200v5
	13.57
	0.88

	CHLRE_01g049950v5
	2.45
	0.90

	CHLRE_03g181150v5
	17.07
	0.90

	CHLRE_12g490500v5
	2.91
	0.91

	CHLRE_08g373346v5
	2.13
	0.93

	CHLRE_12g548950v5
	19.10
	0.93

	CHLRE_14g620500v5
	3.68
	0.94

	CHLRE_12g546150v5
	17.97
	0.94

	CHLRE_03g188400v5
	9.58
	0.95

	CHLRE_11g477550v5
	2.44
	0.96

	CHLRE_01g027950v5
	2.10
	0.97

	CHLRE_13g569500v5
	2.11
	0.97

	CHLRE_03g152250v5
	2.63
	0.99

	CHLRE_08g368026v5
	3.43
	0.99

	CHLRE_10g426500v5
	2.11
	1.06

	CHLRE_16g690431v5
	2.51
	1.07

	CHLRE_03g156900v5
	3.39
	1.08

	CHLRE_04g224800v5
	2.14
	1.10

	CHLRE_07g326833v5
	3.54
	1.12

	CHLRE_11g478982v5
	2.37
	1.17

	CHLRE_01g027300v5
	3.82
	1.17

	CHLRE_01g012500v5
	2.27
	1.18

	CHLRE_10g456100v5
	3.55
	1.20

	CHLRE_05g234661v5
	2.30
	1.21

	CHLRE_16g665450v5
	2.74
	1.24

	CHLRE_13g588950v5
	3.16
	1.24

	CHLRE_03g191250v5
	3.23
	1.24

	CHLRE_06g282200v5
	3.98
	1.27

	CHLRE_17g726850v5
	3.29
	1.28

	CHLRE_10g435800v5
	5.99
	1.30

	CHLRE_09g392867v5
	2.74
	1.32

	CHLRE_01g065822v5
	3.92
	1.33

	CHLRE_05g242750v5
	4.31
	1.36

	CHLRE_17g742132v5
	2.31
	1.37

	CHLRE_17g742150v5
	2.07
	1.38

	CHLRE_02g089500v5
	2.18
	1.38

	CHLRE_11g467721v5
	2.34
	1.38

	CHLRE_10g435750v5
	2.37
	1.38

	CHLRE_16g656950v5
	2.07
	1.39

	CHLRE_02g092350v5
	3.44
	1.43

	CHLRE_03g180750v5
	2.23
	1.44

	CHLRE_14g609900v5
	2.75
	1.46

	CHLRE_10g437400v5
	5.98
	1.51

	CHLRE_17g725750v5
	2.01
	1.55

	CHLRE_13g568350v5
	2.72
	1.55

	CHLRE_17g739600v5
	3.29
	1.58

	CHLRE_06g293950v5
	6.24
	1.65

	CHLRE_01g029950v5
	9.65
	1.68

	CHLRE_07g345100v5
	2.07
	1.74

	CHLRE_17g723400v5
	2.23
	1.75

	CHLRE_09g410332v5
	2.16
	1.81

	CHLRE_16g681351v5
	3.15
	1.81

	CHLRE_13g563600v5
	6.17
	1.82

	CHLRE_08g385951v5
	2.28
	1.84

	CHLRE_16g659300v5
	6.95
	1.85

	CHLRE_03g202225v5
	5.92
	1.99

	CHLRE_13g569400v5
	2.19
	2.00

	CHLRE_12g512300v5
	2.61
	2.01

	CHLRE_06g278246v5
	3.15
	2.04

	CHLRE_03g183300v5
	4.68
	2.04

	CHLRE_02g075050v5
	9.15
	2.06

	CHLRE_10g430200v5
	3.11
	2.09

	CHLRE_07g344400v5
	12.93
	2.23

	CHLRE_01g043200v5
	3.90
	2.26

	CHLRE_01g026100v5
	2.26
	2.39

	CHLRE_03g173100v5
	3.65
	2.39

	CHLRE_01g045500v5
	3.39
	2.41

	CHLRE_06g283950v5
	6.62
	2.74

	CHLRE_06g298750v5
	2.06
	2.76

	CHLRE_02g143027v5
	2.29
	3.21

	CHLRE_05g240300v5
	3.27
	3.34

	CHLRE_09g389652v5
	2.71
	3.90

	CHLRE_05g242860v5
	4.00
	3.91


aGramene (https://www.gramene.org/)

Supplementary Table 2. Green algae genes whose expression levels decreased due to co-cultivation of green algae mutants and yeast
	locus taga
	Log2 (fold change)
	-Log10 (p-value)

	CHLRE_06g257150v5
	3.39
	-0.58

	CHLRE_03g144504v5
	2.51
	-0.59

	CHLRE_06g289550v5
	7.82
	-0.60

	CHLRE_04g214503v5
	10.20
	-0.61

	CHLRE_16g650100v5
	3.54
	-0.62

	CHLRE_06g296700v5
	5.29
	-0.62

	CHLRE_10g430400v5
	5.76
	-0.62

	CHLRE_11g467578v5
	6.08
	-0.62

	CHLRE_03g203450v5
	8.71
	-0.62

	CHLRE_17g698000v5
	2.09
	-0.63

	CHLRE_14g621450v5
	13.64
	-0.63

	CHLRE_07g357850v5
	8.58
	-0.64

	CHLRE_10g456200v5
	7.47
	-0.66

	CHLRE_17g706600v5
	3.23
	-0.67

	CHLRE_08g360900v5
	28.62
	-0.68

	CHLRE_06g259850v5
	2.04
	-0.70

	CHLRE_03g206600v5
	3.48
	-0.70

	CHLRE_08g380250v5
	3.65
	-0.70

	CHLRE_12g483850v5
	2.41
	-0.71

	CHLRE_07g321400v5
	5.52
	-0.71

	CHLRE_16g659700v5
	5.03
	-0.75

	CHLRE_12g489153v5
	26.69
	-0.76

	CHLRE_13g573351v5
	5.86
	-0.77

	CHLRE_01g044800v5
	10.20
	-0.78

	CHLRE_09g394550v5
	3.42
	-0.79

	CHLRE_10g452350v5
	14.65
	-0.79

	CHLRE_08g358556v5
	6.41
	-0.88

	CHLRE_07g325746v5
	15.75
	-0.92

	CHLRE_12g484050v5
	26.46
	-0.93

	CHLRE_09g393765v5
	5.87
	-0.94

	CHLRE_13g590150v5
	2.39
	-0.95

	CHLRE_05g232150v5
	4.56
	-0.97

	CHLRE_03g195388v5
	4.56
	-0.98

	CHLRE_09g389245v5
	6.63
	-1.00

	CHLRE_07g329900v5
	3.40
	-1.02

	CHLRE_02g077800v5
	3.06
	-1.04

	CHLRE_03g149100v5
	3.23
	-1.04

	CHLRE_12g508750v5
	3.40
	-1.05

	CHLRE_12g542350v5
	6.49
	-1.05

	CHLRE_09g409350v5
	2.37
	-1.06

	CHLRE_01g007901v5
	8.06
	-1.06

	CHLRE_09g392319v5
	2.54
	-1.08

	CHLRE_16g695050v5
	2.01
	-1.10

	CHLRE_15g638400v5
	2.36
	-1.10

	CHLRE_09g407700v5
	2.20
	-1.14

	CHLRE_01g054500v5
	8.79
	-1.15

	CHLRE_02g115200v5
	13.34
	-1.15

	CHLRE_01g020350v5
	2.55
	-1.19

	CHLRE_09g392803v5
	3.80
	-1.20

	CHLRE_13g603500v5
	13.56
	-1.22

	CHLRE_03g179941v5
	3.11
	-1.23

	CHLRE_10g441400v5
	3.64
	-1.24

	CHLRE_11g467547v5
	2.03
	-1.26

	CHLRE_02g095137v5
	8.71
	-1.28

	CHLRE_13g576466v5
	2.77
	-1.31

	CHLRE_01g029700v5
	2.25
	-1.35

	CHLRE_09g387726v5
	2.44
	-1.36

	CHLRE_07g336950v5
	2.09
	-1.38

	CHLRE_05g241950v5
	2.46
	-1.38

	CHLRE_09g394436v5
	4.47
	-1.39

	CHLRE_16g649350v5
	4.31
	-1.40

	CHLRE_06g282800v5
	3.79
	-1.41

	CHLRE_06g282826v5
	11.46
	-1.42

	CHLRE_13g581900v5
	2.48
	-1.44

	CHLRE_12g488800v5
	2.68
	-1.44

	CHLRE_16g675861v5
	7.59
	-1.45

	CHLRE_06g311350v5
	3.10
	-1.47

	CHLRE_07g347400v5
	4.76
	-1.49

	CHLRE_13g592200v5
	3.88
	-1.53

	CHLRE_08g360150v5
	4.45
	-1.53

	CHLRE_17g714200v5
	6.49
	-1.55

	CHLRE_07g349200v5
	4.45
	-1.56

	CHLRE_07g347300v5
	4.67
	-1.56

	CHLRE_14g630835v5
	2.16
	-1.57

	CHLRE_03g164600v5
	3.17
	-1.59

	CHLRE_07g327317v5
	5.87
	-1.59

	CHLRE_06g260700v5
	2.34
	-1.60

	CHLRE_01g041100v5
	7.31
	-1.60

	CHLRE_16g686800v5
	9.04
	-1.61

	CHLRE_12g510450v5
	2.55
	-1.63

	CHLRE_09g401551v5
	4.59
	-1.66

	CHLRE_12g548000v5
	2.64
	-1.67

	CHLRE_01g017701v5
	5.77
	-1.68

	CHLRE_17g734725v5
	13.15
	-1.68

	CHLRE_06g271800v5
	5.04
	-1.71

	CHLRE_02g141400v5
	16.27
	-1.71

	CHLRE_03g153450v5
	4.72
	-1.74

	CHLRE_16g680700v5
	10.28
	-1.78

	CHLRE_11g467531v5
	2.02
	-1.79

	CHLRE_12g508500v5
	2.03
	-1.80

	CHLRE_02g095087v5
	2.31
	-1.84

	CHLRE_03g194850v5
	2.92
	-1.84

	CHLRE_17g701050v5
	5.72
	-1.86

	CHLRE_03g143967v5
	7.68
	-1.86

	CHLRE_05g237450v5
	5.18
	-1.92

	CHLRE_13g569850v5
	6.20
	-1.92

	CHLRE_02g113200v5
	2.30
	-1.94

	CHLRE_02g142867v5
	2.54
	-1.94

	CHLRE_16g683793v5
	2.05
	-1.95

	CHLRE_12g519900v5
	4.11
	-1.98

	CHLRE_10g452950v5
	2.83
	-1.99

	CHLRE_03g194150v5
	15.31
	-2.01

	CHLRE_01g053150v5
	2.56
	-2.04

	CHLRE_01g032650v5
	3.30
	-2.06

	CHLRE_09g394473v5
	2.67
	-2.19

	CHLRE_16g651050v5
	4.15
	-2.20

	CHLRE_05g233602v5
	2.86
	-2.39

	CHLRE_16g679750v5
	5.30
	-2.67

	CHLRE_04g223100v5
	4.18
	-2.73

	CHLRE_05g248400v5
	2.21
	-3.82

	CHLRE_14g629920v5
	3.66
	-3.90

	CHLRE_07g343500v5
	15.72
	-6.00

	CHLRE_03g167778v5
	15.08
	-6.39

	CHLRE_12g554100v5
	4.44
	-6.52


aGramene (https://www.gramene.org/)


Supplementary Table 3. Yeast genes whose expression levels increased due to co-cultivation of green algae mutants and yeast
	Genea or locus tagb
	Log2 (fold change)
	-Log10 (p-value)

	RPS7B
	2.34
	0.58

	IZH3
	3.04
	0.58

	RPS26A
	10.37
	0.58

	RPP1B
	2.31
	0.59

	PFK27
	2.79
	0.60

	RPS1B
	3.42
	0.60

	NOP1
	3.52
	0.60

	RPS27B
	2.70
	0.61

	RPS9B
	3.91
	0.61

	RPL1B
	3.99
	0.61

	RPL36B
	5.24
	0.61

	RPL16A
	2.07
	0.62

	RPS4B
	2.15
	0.62

	RPS16B
	2.39
	0.62

	CRH1
	2.15
	0.63

	RAD16
	2.16
	0.63

	RPL12B
	5.52
	0.63

	FDH1
	6.43
	0.63

	EFT1
	4.31
	0.64

	RPS26B
	6.05
	0.64

	CCW12
	6.83
	0.64

	IMD4
	2.47
	0.65

	NOP58
	2.67
	0.65

	RPL11B
	2.68
	0.65

	ILV3
	4.07
	0.65

	RPS28B
	4.63
	0.65

	ADH1
	16.58
	0.66

	RPL7A
	2.37
	0.67

	RPL4B
	2.99
	0.67

	FAS1
	6.83
	0.67

	GPP2
	5.18
	0.68

	DPS1
	2.14
	0.69

	AAH1
	2.61
	0.69

	RPL11A
	3.68
	0.70

	RPG1
	2.27
	0.71

	RPL43A
	5.93
	0.71

	HOG1
	2.18
	0.72

	BAT1
	2.24
	0.72

	HXK1
	5.00
	0.72

	RSR1
	2.39
	0.73

	RPL9A
	2.74
	0.73

	TAL1
	3.51
	0.75

	ANS1
	9.88
	0.75

	INO1
	10.70
	0.76

	AQR1
	4.09
	0.77

	FAA4
	4.50
	0.77

	ALD5
	5.77
	0.78

	RPL12A
	7.49
	0.78

	UTP22
	2.08
	0.79

	VID24
	7.15
	0.80

	ALD4
	11.97
	0.82

	RPS15
	7.92
	0.84

	DED81
	3.84
	0.86

	MCH5
	4.89
	0.87

	RPP2A
	9.59
	0.88

	REA1
	2.85
	0.89

	CIS3
	2.43
	0.90

	SSA1
	4.80
	0.96

	ACC1
	11.59
	0.99

	YOR342C
	2.46
	1.00

	MFA1
	7.95
	1.02

	PRY2
	2.43
	1.05

	INA1
	2.44
	1.11

	SNR69
	2.16
	1.26

	MAL12
	2.82
	1.39

	YGR035W-A
	2.39
	1.48

	AGA2
	2.25
	1.64

	MIN4
	2.39
	3.28


aUniProt (https://www.uniprot.org/)
bSaccharomyces Genome Database (https://www.yeastgenome.org/)


Supplementary Table 4. Yeast genes whose expression levels decreased due to co-cultivation of green algae mutants and yeast
	Genea or locus tagb
	Log2 (fold change)
	-Log10 (p-value)

	GDH3
	5.57
	-0.59

	GFD1
	2.08
	-0.60

	ARO10
	2.59
	-0.60

	COX26
	4.24
	-0.61

	GLN1
	12.46
	-0.61

	ECM33
	7.12
	-0.62

	COX9
	8.77
	-0.62

	AHC2
	2.64
	-0.63

	YKT6
	2.15
	-0.64

	SPO24
	3.58
	-0.64

	TLC1
	2.59
	-0.65

	HSP12
	9.96
	-0.65

	GPI18
	2.45
	-0.69

	CIT1
	2.74
	-0.69

	JEN1
	4.03
	-0.69

	SNR24
	4.61
	-0.71

	FCY2
	7.41
	-0.71

	GLC8
	2.03
	-0.72

	CIS1
	2.08
	-0.74

	RIP1
	3.86
	-0.74

	COX5A
	6.45
	-0.74

	NOP10
	10.22
	-0.75

	RUF5-2
	6.13
	-0.78

	ETS1-1
	8.38
	-0.78

	HXT7
	18.03
	-0.78

	COX17
	2.66
	-0.79

	ETS1-2
	8.20
	-0.79

	MRX7
	2.12
	-0.81

	PUT4
	2.95
	-0.81

	TOH1
	3.92
	-0.81

	RUF5-1
	6.50
	-0.82

	ERG11
	6.97
	-0.82

	YOR385W
	2.02
	-0.83

	YBR287W
	3.21
	-0.83

	ATP20
	3.24
	-0.83

	EGO4
	3.36
	-0.83

	SED1
	4.93
	-0.83

	SDC1
	2.13
	-0.84

	HXT6
	12.31
	-0.84

	TRX2
	4.64
	-0.85

	YBR085C-A
	26.21
	-0.85

	SPG1
	6.59
	-0.86

	ATP17
	7.12
	-0.86

	DUR12
	6.01
	-0.87

	RCR1
	7.16
	-0.88

	HOR7
	14.30
	-0.88

	GCV3
	2.21
	-0.90

	URM1
	4.77
	-0.90

	SKP1
	3.64
	-0.91

	HTB1
	4.84
	-0.91

	ZRT1
	5.89
	-0.91

	STR3
	2.36
	-0.92

	CGR1
	2.45
	-0.92

	SDH6
	3.05
	-0.92

	CAN1
	5.14
	-0.92

	KSH1
	6.03
	-0.92

	RPL41B
	18.86
	-0.93

	CUP1-2
	19.09
	-0.93

	YLR257W
	7.64
	-0.94

	YHR054C-B
	20.87
	-0.94

	TIM8
	3.42
	-0.95

	COX12
	10.83
	-0.95

	YRO2
	3.07
	-0.96

	MEP1
	3.86
	-0.96

	ENA1
	4.94
	-0.96

	YHR138C
	9.52
	-0.96

	REG2
	2.72
	-0.97

	SNZ1
	9.47
	-0.97

	QCR9
	6.98
	-0.99

	SNR57
	2.87
	-1.00

	BAP3
	2.32
	-1.01

	SME1
	2.93
	-1.01

	VMA21
	4.18
	-1.01

	RUB1
	4.04
	-1.02

	CUP1-1
	22.79
	-1.02

	LOC1
	3.38
	-1.03

	STF2
	6.59
	-1.03

	EFG1
	2.89
	-1.04

	YHR052C-B
	25.19
	-1.04

	SRG1
	7.68
	-1.06

	YSY6
	11.88
	-1.06

	HSP26
	10.85
	-1.07

	ASE1
	2.47
	-1.08

	tS(UGA)Q2
	3.25
	-1.08

	RSM10
	4.53
	-1.10

	YGL088W
	9.16
	-1.11

	TIM9
	11.19
	-1.12

	SNR10
	13.55
	-1.12

	RDS3
	2.30
	-1.13

	ADE2
	3.06
	-1.13

	CMC1
	3.47
	-1.13

	SNR8
	4.39
	-1.13

	BOL2
	4.07
	-1.14

	RPC11
	3.86
	-1.15

	TOA2
	4.26
	-1.15

	CDC31
	5.83
	-1.16

	FCF2
	7.01
	-1.16

	SER1
	2.70
	-1.17

	HTL1
	3.87
	-1.17

	ADE57
	5.37
	-1.17

	CHZ1
	7.14
	-1.18

	AI5_BETA
	8.33
	-1.19

	PIN2
	3.28
	-1.20

	COS5
	3.33
	-1.20

	SHM2
	4.92
	-1.20

	DAD2
	2.03
	-1.21

	MVB12
	2.62
	-1.21

	SNR40
	2.14
	-1.23

	SNR85
	5.76
	-1.23

	SIP18
	16.42
	-1.23

	COI1
	3.82
	-1.25

	SIT1
	2.99
	-1.26

	MRK1
	4.54
	-1.28

	POP5
	2.06
	-1.29

	TSC3
	6.24
	-1.29

	CIT2
	10.25
	-1.31

	TFB5
	5.45
	-1.33

	SNR49
	12.21
	-1.33

	DYN2
	2.88
	-1.34

	tF(GAA)Q
	7.32
	-1.35

	DIP5
	17.31
	-1.36

	CNL1
	13.12
	-1.37

	POP8
	2.50
	-1.38

	SNR80
	3.26
	-1.38

	FRQ1
	3.81
	-1.38

	MUP1
	5.71
	-1.39

	AIM29
	4.61
	-1.40

	TMA7
	15.04
	-1.40

	EXP1
	4.67
	-1.41

	YJR107C-A
	4.80
	-1.41

	ATP8
	9.37
	-1.42

	GIM4
	9.37
	-1.43

	SNR81
	3.17
	-1.46

	MAK31
	4.97
	-1.46

	ATX1
	7.21
	-1.46

	HMRA1
	13.60
	-1.46

	ATP19
	17.74
	-1.48

	YLR456W
	2.78
	-1.50

	CMC2
	5.04
	-1.50

	TPM2
	8.10
	-1.50

	SNR14
	14.32
	-1.50

	YPL225W
	13.57
	-1.51

	BI4
	13.44
	-1.52

	tY(GUA)Q
	3.55
	-1.55

	BI3
	9.79
	-1.55

	BI2
	14.81
	-1.56

	CAL4
	3.28
	-1.58

	ITS2-2
	6.27
	-1.58

	LSM2
	11.91
	-1.58

	CSM4
	2.07
	-1.59

	GCV1
	3.95
	-1.59

	SNR5
	13.24
	-1.61

	Q0255
	8.53
	-1.63

	CSS3
	3.48
	-1.66

	IST3
	4.61
	-1.66

	YBR200W-A
	5.03
	-1.66

	WIP1
	4.88
	-1.67

	SNR45
	7.69
	-1.68

	ADE1
	10.64
	-1.68

	CSN9
	7.09
	-1.71

	SNR32
	16.96
	-1.72

	DAD3
	3.40
	-1.73

	MGT1
	8.29
	-1.75

	EMC6
	21.56
	-1.75

	ITS1-2
	4.06
	-1.77

	YET2
	6.92
	-1.78

	SNR3
	18.79
	-1.82

	COG7
	10.47
	-1.86

	SNR13
	3.78
	-1.89

	MIX14
	4.51
	-1.89

	SNR36
	11.50
	-1.89

	DAD4
	11.95
	-1.92

	EMC5
	5.44
	-1.95

	SCEI
	13.21
	-1.96

	SNR47
	3.58
	-2.02

	SNR161
	10.25
	-2.03

	UGA4
	5.66
	-2.05

	tL(UAA)Q
	3.41
	-2.08

	tT(UAG)Q2
	11.17
	-2.09

	SNR62
	3.54
	-2.12

	DUR3
	10.86
	-2.12

	ADE13
	12.75
	-2.12

	YLR162W
	7.01
	-2.13

	BOL3
	2.93
	-2.53

	MTD1
	18.41
	-2.79

	ADE17
	20.08
	-2.84

	YGR174W-A
	13.35
	-2.94

	IMT4
	2.07
	-2.99

	YNCL0040W
	2.43
	-3.18


aUniProt (https://www.uniprot.org/)
bSaccharomyces Genome Database (https://www.yeastgenome.org/)

