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Table S1. Association of SNPs in autophagy and other-related processes with Acute Myeloid Leukemia (AML). Adjusted
odds ratio (OR) and 95% confidence intervals (CIs) for association between SNPs and AML were estimated using logistic
regression. Hardy-Weinberg equilibrium for IDH1Trs11s54137, ATG16L1rs224185, PSMB9rs17587 was 0.384, 0.818, 0.871, respec-

tively.
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Abbreviations: Logistic Regression (LR), Fisher Exact Test (FE), Chi-Square test (x?), adjusted p value using Bonferroni

method for multiple testing (pad).

Table S2. Primer sets used to perform the qPCR to evaluate ATG10 expression (housekeepers: GAPDH, RPL13A and B2M).

Gene Primer Sequence (5'-3")
Forward Reverse
ATGI10 GCTTTCGAGCTACCCTTGGA GGCACTTGGTAGCTAGAGGA
GAPDH GTCAGTGGTGGACCTGACCT TGACAAAGTGGTCGTTGAGG
RPL13A CTGCCCTTCCTCCATTGTITG CTTTCCTTGCTCCCAGCTTC

B2M

TGCTGTCTCCATGTTTGATGTATCT

TCTCTGCTCCCCACCTCTAAGT
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5q14.1-q14.2

Chromossome 5 ( I I )

ATGGAAGAAGATGAGTTCATTGGAGAAAAAACATTCCAACGTTATTGTGCAGAATTCATTAAACATTCACAACAGATAGGT
GATAGTTGGGAATGGAGACCATCAAAGGACTGTTCTGATGGCTACATGTGCAAAATACACTTTCAAATTAAGAATGGGTCT
GTGATGTCACATCTAGGAGCATCTACCCATGGACAGACATGTCTTCCCATGGAGGAGGCTTTCGAGCTACCCTTGGATGAT
GCT — rs3734114
TGTGAAGTGATTGAAACTGCAGCAGCGTCCGAAGTGATTAAATATGAGTATCATGTCTTATATTCCTGTAGCTACCAAGTGC
CTGTACTTTACTTTAGGGCAAGCTTTTTAGATGGGAGACCTTTAACTCTGAAGGACATATGGGAAGGAGTTCATGAGTGCT
ATAAGATGCGACTGCTACAGGGACCATGGGACACTATTACGCAACAGGAACATCCAATACTTGGGCAACCCTTTTTTGTAC
TTCATCCCTGCAAGACGAATGAATTCATGACTCCTGTATTAAAGAATTCTCAGAAAATCAATAAGAATGTCAACTATATCAC
ATCATGGCTGAGCATTGTAGGGCCAGTTGTTGGGCTGAATCTACCTCTGAGTTATGCCAAAGCAACGTCTCAGGATGAACG

AAATGTCCTTTAA ATG —> rs1864183
CCT — rs1864182
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Figure S1. (A) Schematic representation of ATG10 and the three-studied SNPs. ATG10 is located at the chromosome 5
specifically at the 5q14.1-q14.2 positions. Gene sequence of ATG10 and respective positions of ATG10rs1ss4152,
ATG10rs1860183 and ATG10rs3734114. Gene sequence retrieved from www.ncbi.nlm.nih.gov/CCDS/, acessed on 12 January
2021. (B) Coefficient of linkage disequilibrium (D’) for the ATG10 SNPs. Linkage disequilibrium plot was calculated
using Haploview. Represented values correspond to D’ multiplied by 100.
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Figure 1D
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Figure S2. The whole Western blot showing all bands and molecular weight markers of the blot represented in Figure 1D.

Figure 2A and 2H
IB: anti-LC3 IB: anti-p62 and IB: anti-B-Actin
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Figure S3. The whole Western blot showing all bands and molecular weight markers of the blot represented in Figure 2A and 2H.

Figure 20

IB: anti-anti-mono and
polyubiquitination conjugated

IB: anti-B-Actin

3734114 TT  TC TT T TC TT
sI86AISY 5 g oTT GG TG TT
Sample ¢ 9 26 15 12 34
Meformin - + - 4+ - + -+ -+ -+
1 23456 78 9101112
kDa, 15 il 1= |
100
75
o WES
48 | —_
35 & -
25
t
20
17
n . - _
415:110:192:183: 557:404 46:331:345:490:858:722

Sample ¢ 9 26
Meformin - + - + - +
1 23 456
kDa

135

100
75

63

B - ———
35

203:101:134:110:496:453

1112

689:652:315:397:546:497

Figure S4. The whole Western blot showing all bands and molecular weight markers of the blot represented in Figure 20.



