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Figure S2. Protein multiple sequence alignment (MSA) of mMAKAP7y and eukaryotic homologs.
MSA of Mus musculus (mouse), Rattus norvegicus (rat), Homo sapiens (human), Pan troglodytes
(chimpanzee), Macaca mulatta (macaque), Nomascus leucogenys (gibbon), Callithrix jacchus
(marmoset), Oryctolagus cuniculus (rabbit), Bos taurus (cow), Ovis aries (sheep), Pantholops
hodgsonii (antelope), Orcinus orca (whale), Trichechus manatus latirostris (manatee), Melopsittacus
undulatus (parakeet), Gallus gallus (chicken), Anolis carolinensis (lizard), Alligator mississippiensis
(alligator), Danio rerio (zebra fish), Ectocarpus siliculosus (brown algae), Zea mays (corn). NCBI
reference  sequences NP_061217.3, NP_001001801.1, NP_057461.2, XP_518739.2,
XP_001103953.2, XP_003255757.1, XP_002747004.1, XP_002714864.1, NP_001095736.1,
XP_004011367.1, XP_005967580.1, XP_004263875.1, XP_004368981.1, XP_005154795.1,
XP_004940279.1, XP_003215759.1, XP_006259840.1, XP_005173856.1, CBN75660.1 and
DAA52752.1, respectively. Alignment was performed with the T-Coffee Expresso, which incorporates
known protein database structures to aid alignment, with all MSA options selected (pcma_msa,
mafft_ msa, clustalw_msa, dialigntx_msa, poa_msa, muscle _msa, probcons _msa, t coffee_msa,
amap_msa, kalign_msa, fsa_msa, mus4_msa) to ensure high confidence in the alignment (1-5). To
convey confidence in the alignment, scores indicate the percent agreement between all MSA
algorithms utilized in the analysis for each protein and for the consensus sequence. Additionally,
color-coding indicates positional confidence of each aligned residue based on agreement between



MSA algorithms with blue indicating the least and red indicating the greatest confidence in the
alignment. Conservation of sequence is indicated by Clustal MSA symbols in the consensus line
(cons) with “*” indicating fully conserved, strong conservation of properties and “.” weak
conservation of properties. Boxes indicate predicted nuclear localization signals (blue) (6-8), catalytic
HxT motifs (yellow) and PKA RII-binding domain (black) (9).
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