
Table S1. Predicted sub-cellular localization of MAC components and details from mass spectrometry analysis. 

Predicted subcellular localization (TAIR version 8) Mass Spectrometry Details

At number Protein description Localization Experimental evidence 

Reference 

(below) GI

Mascot 

score**

Number of unique 

peptide matches            

(score > 20)

Sequence 

Coverage (%)

NTC Core Proteins*

AT1G09770 AtCDC5/MAC1; R2-R3 Myb transcription factor Nucleus GFP-fusion, stably transformed 1 1747310 1381 25 35

AT1G04510 MAC3A; PUB; WD-40 repeat family Nucleus CFP-fusion, stably transformed this work 18390401 816 12 29

AT2G33340 MAC3B; PUB; WD-40 repeat family Nucleus CFP-fusion, stably transformed this work 2459417 991 18 37

AT3G18165    MOS4; protein-protein interactions Nucleus GFP-fusion, stably transformed 2 9294072 324 7 20

AT4G15900 PRL1/MAC2; WD-40 repeat family Nucleus GFP-fusion, stably transformed 2 15234752 719 12 32

Other NTC Associated Proteins*

AT1G07360 zinc finger (CCCH-type) family protein; RNA binding Unknown N/A N/A 15450878 314 5 11

AT1G77180 chromatin protein family Nucleolus, nucleus organelle proteome datasets 3,4 18411393 937 20 34

AT2G38770 EMB2765; helicase Chloroplast, plasma membrane organelle proteome datasets 5,6 3785995 1650 33 26

AT3G18790 similar to two coiled coil domains of eukaryotic ori Chloroplast organelle proteome datasets 5 15230193 289 7 28

AT5G28740 transcription-coupled DNA repair-related; RNA processing Unknown N/A N/A 15241911 973 23 25

AT5G41770 cell cycle control crooked neck protein-like; RNA processing Unknown N/A N/A 25083215 1428 31 40

Predicted splicing-related proteins*

AT1G06220 CLO/GFA1/MEE5; translation elongation; nucleic acid binding Cell wall, plasma membrane organelle proteome datasets 7,8 15221423 2389 43 51

AT1G10580 WD-40 repeat family; nucleotide binding Unknown N/A N/A 5091552 1067 21 33

AT1G15200 protein-protein interaction regulator family Unknown N/A N/A 18394209 648 15 34

AT1G20960 EMB1507; DEAD-box helicase membrane, nucleolus organelle proteome datasets 4,9 15218086 4805 94 49

AT1G32490    EMB2733/ESP3; DEAD-box like helicase endomembrane TargetP1.1 N/A 8920625 384 11 13

AT1G80070 SUS2/EMB177; embryogenesis chloroplast, membrane, nucleus organelle proteome, Interpro 5,8 5902365 4973 105 48

AT2G43770 WD-40 repeat family; nucleotide binding Unknown N/A N/A 15224356 630 10 29

AT5G64270 putative splicing factor similar to RCN1; PP2A regulator chloroplast organelle proteome datasets 5 15237657 440 10 7

Unrelated proteins*

AT3G15730 PLDα1; hormone response chloroplast, membrane organelle proteome datasets 5,8,10 15232671 1318 26 42

AT3G20820 LRR family; defense response cell wall, membrane, chloroplast, apoplast organelle proteome datasets 5,6,11,12 15232373 736 11 37

AT3G60190 ADL1E/DRP1E/EDR3; GTPase; defense response plasma membrane, vacuole organelle proteome datasets 6,13,14 18411520 609 13 26

AT4G19410 putative pectin acetylesterase; carboxylesterase activity cell wall, membrane organelle proteome datasets 7,8,14 18415308 315 6 16

AT5G42080 ADL1A/DRP1A/RSW9; GTPase plasma membrane, vacuole organelle proteome datasets 6,13,14 30693985 1290 27 41AT5G42080 ADL1A/DRP1A/RSW9; GTPase plasma membrane, vacuole organelle proteome datasets 6,13,14 30693985 1290 27 41

* As organized in Wang BB, Brendel V (2004) The ASRG database: identification and survey of Arabidopsis thaliana genes involved in pre-mRNA splicing. Genome Biol 5: R102.

** Mascot calcuates protein score as -10*LOG10(P), where P is the absolute probability that the match is a random event.
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MAC proteins are organized as in Table 1, based on protein homology to NTC proteins in yeast and human. Predicted sub-cellular localization data is inferred mostly from organelle proteomics datasets, with the exception of the MAC/NTC 
core proteins, where localization has been shown with complementing transgenic lines expressing fluorescent protein translational fusions.  Although the predicted sub-cellular localization for most MAC proteins is ambiguous, their predicted 
functions in spliceosome-mediated RNA processing suggest that they are nuclear. Mass spectrometry details including the number of unique peptides and sequence coverage, as well as Mascot scores, for all identified proteins, are included 
in the columns to the right.    The 2007 version of the Arabidopsis genome was used for protein identification.


