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Members Changed Z ratio P value Pathway

579 468 -7.07 0.000
257 226 -6.49 0.000
102 85 -6.20 0.000
56 46 -6.07 0.000
125 111 -5.98 0.000
1433 1169 -5.95 0.000
1192 988 -5.82 0.000
162 138 -5.80 0.000
1197 992 -5.72 0.000
1246 1051 -5.34 0.000
458 372 -5.04 0.000
458 372 -5.04 0.000
124 106 -4.75 0.000
193 167 -4.75 0.000
387 310 -4.74 0.000
315 268 -4.63 0.000
174 145 -4.32 0.000
17 15 -4.30 0.000
170 147 -4.23 0.000
200 168 -4.18 0.000
945 793 -4.14 0.000
54 45 -4.11 0.000
56 45 -4.08 0.000
32 26 -3.95 0.000
48 38 -3.92 0.000
19 18 -3.76 0.000
47 45 -3.69 0.000
114 100 -3.67 0.000
10 10 -3.63 0.000
279 230 -3.62 0.000
18 16 -3.60 0.000
34 27 -3.57 0.000
10 9 -3.51 0.000
143 116 -3.49 0.000
153 133 -3.48 0.001
96 83 -3.48 0.001
126 97 -3.47 0.001
632 513 -3.46 0.001
632 513 -3.46 0.001
259 211 -3.44 0.001
37 34 -3.37 0.001
18 15 -3.36 0.001
52 45 -3.35 0.001
36 33 -3.30 0.001
68 57 -3.28 0.001
42 36 -3.21 0.001
24 16 -3.20 0.001
35 27 -3.17 0.002
816 689 -3.08 0.002
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Supplementary Figure S3. Inhibition of Nampt in NSPCs impairs NAD" biosynthesis and
proliferation in vitro.

Neurospheres were cultured with the Nampt-specific inhibitor FK866 (10 nM) with or without
NMN (100 uM) for 24 (A-B) or 48 hours (C-G). A) HPLC analysis of NAD" levels (n=6). B)
Quantification of the fold increase of cell number in neurospheres under each condition indicated
(n=5-11). C) A representative immunoblot of FK866-treated neurospheres. D-E) Quantification
of immunoblots for Ki67 (D) and Pcna (E) normalized by actin in neurospheres (n=6). F-G)
Top 50 biological pathways downregulated (F) or upregulated (G) by FK866. Parametric
analysis of gene enrichment (PAGE) was conducted based on microarray analyses. See the

Methods section. Data are presented as mean = s.e.m. *P < 0.05. **P <0.01. ***P < 0.001.





