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Figure S1. ALKBH1 was dispensable for the prognosis of BC patients. a, Representative
immunohistochemistry IHC staining of ALKBH1 in breast cancer tissues (BC) and normal breast
tissues (BN) samples. b, Box plots shown ALKBH1 mRNA expression in various kinds of BC
from the ONCOMINE database analysis of Curtis breasts statistics. ¢, The prognostic value of
ALKBH1 mRNA level in BC patients from the online studies of the BC (bc-GenExMiner v4.0). *P
< 0.05 via normal breast tissues.
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Figure S2. The decreasing of N6AMT1 mRNA level was significantly correlated with worse

overall survival (OS) from the online BC (bc-GenExMiner v4.0).
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