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Table S1 RMSD values among PRMT catalytic modules, calculated using superpose Co atoms.

structure 1 2 3 4 5 6 7 8

1| PRMT1 (10R8_A) 0.848 | 1.276 | 2.202 | 1.381 | 1.191 | 2.500 | 2.766
2 | PRMT3 (4HSG_A) 1.292 | 2.228 | 1.566 | 1.333 | 2.497 | 2.752
3 | CARML1 (41IKP_A) 2.066 | 1.719 | 1.385 | 2.424 | 2.855
4 | PRMT5 (4GQB_A) 2.463 | 2.405 | 2.607 | 2.687
5 | PRMT6 (4HC4_A) 1.518 | 2.886 | 2.821
6 | PRMT10 (3R0Q_A) 2.867 | 2.799
7 | PRMT7 module N 3.146
8 | PRMT7 module C

Table S2 RMSD values among the PRMT AdoMet-binding domains

structure 1 2 3 4 5 6 7 8

1| PRMT1 (10R8_A) 0.736 | 0.937 | 1.943 | 0.753 | 0.834 | 1.618 | 2.357
2 | PRMT3 (4HSG_A) 0.925 | 1.999 | 0.784 | 0.881 | 1.634 | 2.378
3 | CARML1 (4IKP_A) 1.685 | 0.749 | 0.801 | 1.599 | 2.312
4 | PRMT5 (4GQB_A) 1.744 | 1911 | 1.899 | 2.415
5 | PRMT6 (4HC4_A) 0.747 | 1525 | 2.262
6 | PRMT10 (3R0Q_A) 1.627 | 2.363
7 | PRMT7 domain 1 2.237
8 | PRMT7 domain 2

Table S3 RMSD values among the PRMT [-barrel domains

structure 1 2 3 4 5 6 7 8
1| PRMT1 (10R8_A) 0.995 | 1.207 | 1.994 | 1.803 | 1.477 | 2.475 | 2.494
2 | PRMT3 (4HSG_A) 1.310 | 2.144 | 1.929 | 1.707 | 2.495 | 2.538
3 | CARML1 (4IKP_A) 2.004 | 1.970 | 1.608 | 2.394 | 2.541
4 | PRMTS5 (4GQB_A) 2.710 | 2.543 | 2.399 | 2.695
5 | PRMT6 (4HC4_A) 2.039 | 3.102 | 2.819
6 | PRMT10 (3R0Q_A) 3.015 | 2.651
7 | PRMT7 domain 1 2.925
8 | PRMT7 domain 2
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Figure S1 Multiple sequence alignment of PRMT?7 from selected organisms. Sequences are from
Mus musculus (ANM7_MOUSE), Homo sapiens (AMN7_HUMAN), Xenopus laevis
(AMN7_XENLA), Danie rerio (AMN7_DANRE), Drosophila melanogaster (AMN7_DROME),
Caenorhabditis elegans (AMN7_CAEEL), Arabidopsis thaliana (AMN16_ARATH), Trypanosoma
brucei (AMN7_TRYB2), Trypanosoma cruzi (K4E9B9_TRYCR) and Leishmania braziliensis
(A4H4P9_LEIBR). The alignment was drawn with Espript (Gouet et al., 1999) and the conserved
sequences are framed. The position of the Zinc coordinating residues are indicated by inverted red

stars.
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Figure S2 Phylogenetic tree of PRMT?7 individual modules. 61 PRMT7 sequences were selected
and aligned to identify the boundaries of the PRMT modules and separate the two modules for the 58
PRMT?7 with tandem repeats. The individual modules were then realigned using Clustal Omega
(McWilliam et al., 2013) and human PRMTG6 sequence was added as an outgroup. All gap-containing
columns were removed, resulting in an alignment of 208 residues. This alignment was used to
compute a distance matrix with protdist (Felsenstein, 1989) and a bootstrapping value of 100
replicates. A Neighbor Joining consensus tree was built with neighbors (Felsenstein, 1989) and

rendered with drawtree (Felsenstein, 1989). All steps were performed on the Mobyle@pasteur online
platform (Neron et al., 2009).

Figure S3 Stereo view of the electron density map of PRMT?7 in the area of the AdoHcy molecule.
The protein and cofactor are drawn as stick models. The 2mFo-DF¢ electron density map is drawn as
blue mesh contoured at 0.355 e/A® (1.3 o).
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