Supplementary Figure 3 Transcripts more highly represented in the day

-
=
-
n
=

Krb3 Bam
Krb4 Bam
Krb5 1pm
Krb6 3pm ¢

£ £
8 &

MAE_58140_psbAS_photosystem_Il_D1_prodain
I-IAE_HﬂW_pﬂD'I_phn!.nlwwn I_reaction_center_D2_protain

m_ close_1-5-bisphosphatase_||
5n1zn a‘tp FOF1_ATP_synthasa_subuni_C
MAE ggg%_mmmmm bE-f_cormplex_ |:b-unit n
no QTR ne ]
54000_psbH_photosysiem_ mu:ﬁuh:dmniar_pmtnm H
MAE_13620_dnak_molecular mlpmm Dnak
53090_sodB_superoxide_dismutase
50100 _atp1_ATP_synthase_proiein_|
MAE_GOBE0_glycoside_hydrolase_famidy_prolein
_35830_thioredoxin_peroxidase
535T0_desh_della_12_acylHipid_desaturass
MAE 10350 3 1aA2 photosyiem. I OT proart
5 rofain
H6740_ndk_nuclkeoside d“%ﬂlihﬂ
IPF_B335_Highly_similar_fo_ E-umu _par_ nl PEBD SYNY3_Photosystem_il_D2
ﬂ:ﬁ_ﬁﬂ'?ﬂ ~hypothetical_protein
45870 _S-adeno ionine_synthetasa
MAE 20180 SoA FOF T ATE. mynhase, sabon
E1] uni_alpha
S S T e
E%gﬁ -u'tﬂ,_h:tlml e hrnh'w.?hu
carniens
Q07 30_hypothetical_protein
MAE_ 11190 _undecapreny-phosphate_galaciose phosphotransferase

mg_z 20_hypothetica n
42210_ndhD32_NA :H-qurlnna oxidoreduciase_subunii_d4
iﬂagg |'nb.F|.1 -tltn n_o i
) rofain
mg'suzn _mplD_ 5 “Eam:pll_nta 'fu
MAE_43410_hypothetical_protein
m&_ﬂﬂﬂ-ﬁﬂ prk, ph“phurhuhhnln
25370 _hypothetica
MAE_17310_methionine luﬁ'mﬁiu _reduciase_A
m&_ﬂ-ﬂ-ﬂﬂ _shor-chain _dehydrogenasa/raductase_SDR
38380 Tic22-ike_proten
MAE_ 50430 EAB.I'ELI IP_supardamidy_pratain
480 Pt Gyeort s promhete-attrnsierase_PlX
] ] a rase
MAE_5T250 um"_pp.-umu u-n-h;uf]mbuﬂt_ acY -
_55050_ndhE_NA mnl_ﬁﬂnﬁduﬁlh_mhuni_ﬂ
4snzn “hypothetica
MAE 04 hypn-mu'lial_prmlh
EE.E-I{I munh,_UDP-N-a cosaming_ 1-carboxyvinyliransferase
1mrn “fabH_3-oxoacyHa wr-protein]_synthase_|II
MAE_ 14070 _transketolnse
ﬂééﬂ e A B oy aae subuni_A
e nass un
MAE_ 45330 hypnmuﬁ:l_pmuhw

HHE 14510 _de tide_d rnnm-
MAE_ 53090 hwtipﬂtgtmﬂ = *

IME"EBEM h'tpl!- heal_shock _pmlnh a0

me m?nn m L_in.r:-'r‘lap i
a8
MAE 50410 _adenosine/ deaminasa

Hﬂ.E ﬂ?-d-iﬂ mLLﬁﬂ malecular_chaperonin_2
Jike_chaperonin
ﬁnzm ﬂm‘ﬁn _phosphatase-ike_protein
!M.E_ﬂi."d-ﬂ_ﬂfﬂl inding_protein
MAE_26050_aniti-sig actor_antagonist_and_sugar_transfersase
MAE’-EB?E-I-EI_QWT_QM:E“ cieavage sysiermn_amnomethyltransferase T
MAE_18140_rfbB dlDF‘-pl.lmu 4 -E-dahydratase
MAE Hﬁﬂ_ﬁb _serin/threonin_phosphatase
MAE_ 62430 niy_mtyhnﬂmn
HhE_-#HE'EI _ribosome-associated_GTPase
MAE_54580_transcriptional_regulator
05630 secD preprolain_transiocase_subunit_SecD
9900_GDP-fucose l-y'nthmn
MAE_04700_hypothetica
MAE_ 49850 hypothetica _prui-nh
IPF_5130_Weakly_similar_to_QEYFWE
IPF_4625_Highly_similar_to_Q4 COWY_GDP-mannose_4-6-dehydratase
MAE & _IrANEpOSAsEe
IPF gg‘fﬁﬂnmm"ﬁpﬁﬂmhﬂul
MAE 14670 hypothetical protein




