Editorial Note: Tables R1 and R2 accompanying the legends on p18 are attached to this file.

Reviewers' comments:
Reviewer #1 (Remarks to the Author):

NCOMMS-18-36041

General comments:

In this manuscript, Park and colleagues tests the hypothesis that brain somatic mutations arising
in the hippocampus contributes to Alzheimer’s disease (AD). They applied ~600X coverage whole-
exome sequencing (WES) on 111 postmortem hippocampi (HIF) and matched blood samples from
52 AD and 11 control cases. They observed age-related accumulation of variants in laser-capture
enriched HIF cells, concluding that an average of 0.53 de novo SNVs/exome occur per year, and
4.8-fold more occur in blood, and extrapolate across the whole genome to conclude that 21.32 de
novo SNVs/genome occur per year. Amplicon sequencing showed validation in 80.3% of variants
tested, suggesting that false-discovery was minimal. Previous work (PMID 29217584) identified
~40 de novo SNVs/year in the hippocampal dentate gyrus, which is remarkably similar to Park’s
results, given that different methods were used to arrive at these conclusions. Mutational
signatures were also similar to the previous work, pointing to aging, DNA damage, and reactive
oxygen species. There were no differences in mutation counts nor genomic location of the somatic
mutations in AD vs. non-AD tissues, but AD brains showed enrichment for mutations in signaling
pathways, occurring in 26.9% of AD individuals. This was one of the most exciting findings of the
paper but the authors do not probe it further. The authors found a mutation in the proline
isomerase PIN1, in patient AD-1444, demonstrate that it is a destabilizing point mutation, and
functionally demonstrate that shRNA knockdown of Pinl leads to increased Tau phosphorylation
and oligomerization.

The methodology for identifying and validation somatic variants are reliable, and statistical
analysis and benchmark are well performed. The manuscript is well-written and easy to
understand. Compared with existing targeted sequencing based results, the manuscript provides a
comprehensive assessment of somatic mutations and confirmed previous predictions. The
manuscript sheds light on the potential for somatic mutations in common neurodegenerative
disease, but as the authors recognize, larger follow-up studies will be necessary to confirm and
document recurrence of brain somatic mutations impacting signaling.

Majors comments

1. The finding of PIN1 mutation in AD-1444 is very interesting. It would be more compelling if the
authors could demonstrate that the site of the origin of the tangles in the subject’s brain were in
regions containing the mutation, compared with non-tangle-containing regions.

2. Page 5, Paragraph 1, no significance differences were observed in terms of VAF and number of
variants between AD and non-AD samples. Previous work (PMID 29217584) showed some forms of
neurodegeneration are associated with increased abundance of somatic mutations, but these were
neurodegenerative conditions that predispose to increased mutations (XP and CS). Have the
authors compared the severity of those variants using quantitative prediction tools other than
different annotation categories? Is the composition of MAF in the different categories distinct?
These will make better use of the VAF estimations.

3. Page 6, Paragraph 1, the authors should also look into the ‘mutation signatures’ in control brain
and blood, to specify whether the differences they observed were related to AD or reflect
differences between brain and blood samples. Clonal hematopoietic mutations were demonstrated
(PMID 25326804 ; PMID 30185910), so it is likely that this effect contributes to the increased
mosaicism detected in blood, but this should be tested directly.

4. The title ‘Brain somatic mutations ... contribute to the initiation of tau pathology in AD’, is not
supported by the conclusions. The 26.9% of AD individuals (14/52) with at least one pathogenic
mutation affecting Tau phosphorylation is intriguing, but the number of controls use for this



comparison is too low for rigorous analysis, and readers will doubt the conclusions. Authors should
keep their conclusions as speculative at current, especially given the potential for conflict-of-
interest stated in the ‘competing interests’ section of the paper.

5. There have been extensive studies of brain somatic mosaicism in AD using targeted or exome
sequencing, (PMID 30214067, 30114415). Authors should compare their results with existing
studies and at least discuss about the differences they each find. Especially recent findings of ‘APP
gencDNAs’ in AD (PMID 30464338), they could analyze their sequencing files to see whether there
are potential ‘junction reads’ or recombination ‘gencDNAS’ variants in genes like APP.

Minors comments

1. Page 4, Paragraph 1, the optimized cut-off value of Ebscore was calculated from data of 21
healthy control brains and four schizophrenia brains, the assumption is that and the mutation
themselves are under a comparable situation, did the author indicate anywhere that the
benchmarking sequencing data were generated under comparable pipelines?

2. Page 6, Paragraph 2, for pathogenic variants, do they have different VAFs compared with
benign ones?

3. Authors should pay more attentions to the format of the manuscript and check the citations. We
think that citation 27 and citation 60 is the same publication. Other examples of duplicated
citations includes citation 75 and citation 76, which also means that citation 76 can’t be a
supporting evidence for citation 75 in Page 10, Paragraph 2, Line 5-7.

4. For the ultra-deep amplicon sequencing validation results provided in Table S4-1, the authors
might discuss how validated variants that are filtered out, seen from the results as Mutect only
report tissue-specific variants most variants shared by both tissue or not enriched in brain are
excluded.

5. According to the existing phenotype info (https://www.jax.org/strain/025883) no behavioral
studies have been carried out for mPin1l mutant mouse.

Reviewer #2 (Remarks to the Author):

The presented manuscript describes the analysis of somatic variants in brains with AD and normal
brains. The study includes (1) sequencing from normal and AD brains and from matching blood;
(2) discovering somatic mutations; (3) comparing the spectrum of somatic mutations; (4)
identifying enrichment of pathogenic variants in a few pathways related to Tau pathology; (5)
testing mutations in PIN1 for underlying phenotype related to AD; (6) estimating the contribution
of germline and somatic variants to the etiology of AD.

Overall, this is a novel and interesting study that reports results that will be of interest not only to
people working on AD but to the scientific community at large. However, | encountered a few
weaknesses and some confusions that need to be addressed.

* Calling of somatic variant, validation and the description of the calling and validation is
confusing. Why did the authors use MuTect and then the Bayesian framework (EBscore)? Isn’t it
enough to use only one approach? Calling across samples is heterogeneous: some variants are
called from paired comparison and some are from a single sample.

* Only 29 SNVs were used to calibrate the Bayesian cut-off score. That does not seem enough
counts as Supp. Fig. 2 is “bumpy”. What were the criteria to consider a call validated? My
understanding is that they compared amplicon-seq results for brain and liver. Is that right?
Supplementary Table 4 lists validation results, and the conclusions in there are reasonable. The
authors say: “If such a mutation was present as statistically reliable compared to previously
estimated background errors, we considered using them as true calls.” Does it mean that they
didn’t use a control sample? If not, then this is a potential issue. The error may not be uniform and
may be systematic at some sites. The systematic error can be the same in the sequencing



machine, as it also uses PCR. So this may lead to a false call and then to a false validation. What
do the authors do with calls for which they can’t design primers? | would count them as not
validated.

* They say, “We were able to estimate that HIF somatic SNVs increase a rate of 0.53 somatic
SNVs per exome per year.” It is not clear how to interpret this number. Per cell? Per division? Per
what? Because of this confusion | don’t think it is worth showing panels A and B in Fig. 2 in the
main text. | suggest removing them or moving them to the supplement.

* Not sure why they need to filter out variants by gnomAD before doing enrichment analysis. This
seems ad hoc. Pathway enrichment analysis was done with Enrichr, and | couldn’t find the
description whether that server takes into account the gene length when calculating enrichment.
This is a critical point. Longer genes are more likely to be mutated. So whatever enrichments the
authors claim can be merely the results of genes being longer. The permutation test that the
authors conduct does not account for gene length either.

Smaller points:
* It is not clear what the authors mean by “excluding those with average base positions of either
<1 or >100".

* Manual inspection makes the results subjective, and how to interpret the Blat score, namely “the
second highest blat score was <900”?

* | think that the authors should refer to somatic mutations as “putative pathogenic” instead of
“pathogenic”.

* One paragraph in the introduction basically repeats the Abstract. | don’t think this paragraph is
necessary and propose removing it.

Reviewer #3 (Remarks to the Author):

Park et al. report results on a 2x2 design between Alzheimer’s disease cases and controls, and
matched brain (hippocampal formation regions) and blood. The results are interesting and the
study was well done. If find the mutational profile and PIN1 results particularly interesting, and
believe they support important hypotheses found in the Alzheimer’s disease field. | have only
minor concerns for the authors to address:

1. Authors “examined somatic mutations with low allelic frequency at the genome-wide level”.
They should specify and (more importantly) justify the cutoff in the main text.

2. My primary concern is regarding the 15 AD samples lacking matched blood. Authors included 15
samples without matched blood and applied more stringent criteria to identify somatic mutations.
This approach is probably reasonable, but the authors need to show the 15 samples lacking
matched blood are not statistically and meaningfully different from samples with matched blood.
i.e., do they have significantly different mutation profile in quantity, accuracy with TASeq (as
reported in figure 1b), variant allele frequency (figure 1c)? | also wonder the six outliers in figure
1d in AD brain are from these unmatched samples. Although there is no statistical difference,
some readers may conclude there is a ‘trend’, given the outliers. If there is a significant difference
between samples with and without matched blood, the samples without matched blood need to
either be excluded, or variant inclusion thresholds need to be modified. This study should as ‘clean
as possible.

3. Authors report mutational signatures in Figure 2 c,d. Neither the text nor the figure legend
makes it clear which refers to brain and blood. Readers can deduce based on the reported



signatures in the text, but authors should make it clear (e.g., “Fig. 2¢” should be at the end of the
sentence referring to brain data).

4. 1 commend authors for performing a permutation test. This helps validate the results are not
spurious. Authors should report the p-values for the permutation test (0.0019, 0.0068, and
0.0237) in the main text, rather than making the reader look in the methods.

5. *fabnormally’ should be ‘abnormal’ in ‘Previous studies have highlighted abnormally increases

in..".



Reviewer #1

Remarks to the Author:

In this manuscript, Park and colleagues tests the hypothesis that brain somatic mutations arising in
the hippocampus contributes to Alzheimer’s disease (AD). They applied ~600X coverage whole-
exome sequencing (WES) on 111 postmortem hippocampi (HIF) and matched blood samples from 52
AD and 11 control cases. They observed age-related accumulation of variants in laser-capture
enriched HIF cells, concluding that an average of 0.53 de novo SNVs/exome occur per year, and 4.8-
fold more occur in blood, and extrapolate across the whole genome to conclude that 21.32 de novo
SNVs/genome occur per year. Amplicon sequencing showed validation in 80.3% of variants tested,
suggesting that false-discovery was minimal. Previous work (PMID 29217584) identified ~40 de novo
SNVsl/year in the hippocampal dentate gyrus, which is remarkably similar to Park’s results, given that
different methods were used to arrive at these conclusions. Mutational signatures were also similar to
the previous work,

pointing to aging, DNA damage, and reactive oxygen species. There were no differences in mutation
counts nor genomic location of the somatic mutations in AD vs. non-AD tissues, but AD brains
showed enrichment for mutations in signaling pathways, occurring in 26.9% of AD individuals. This
was one of the most exciting findings of the paper but the authors do not probe it further. The authors
found a mutation in the proline isomerase PIN1, in patient AD-1444, demonstrate that it is a
destabilizing point mutation, and functionally demonstrate that shRNA knockdown of Pinl leads to
increased Tau phosphorylation and oligomerization.

The methodology for identifying and validation somatic variants are reliable, and statistical analysis
and benchmark are well performed. The manuscript is well-written and easy to understand.
Compared with existing targeted sequencing based results, the manuscript provides a comprehensive
assessment of somatic mutations and confirmed previous predictions. The manuscript sheds light on
the potential for somatic mutations in common neurodegenerative disease, but as the authors
recognize, larger follow-up studies will be necessary to confirm and document recurrence of brain
somatic mutations impacting signaling.

Response:
We thank R1 for the positive comments on our manuscript. We addressed all concerns below.

MAJOR QUESTIONS

Q1. The finding of PIN1 mutation in AD-1444 is very interesting. It would be more compelling if the
authors could demonstrate that the site of the origin of the tangles in the subject’s brain were in
regions containing the mutation, compared with non-tangle-containing regions.

Response:

We totally agree with R1's suggestion and thus performed laser capture microdissection (LCM)
followed by targeted amplicon sequencing on neurofibrillary tangle-containing neurons in the
entorhinal cortex, compared to AT8-negative neurons. We used commercially available monoclonal
AT8 antibody (MN1020, Thermo) to label hyperphosphorylated Tau proteins in neurons of the
entorhinal cortex from patient AD-1444 with PIN1 c.477 C>T (p.Thrl52Met). Consistent with our
hypothesis, the VAF of the mutation, which was 1.8% in the bulk HIF tissue, was significantly enriched
by 4.9-fold (VAF=8.75%) in AT8-positive neurons (n=56), whereas this mutation was not detected in
AT8-negative neurons (n=52) in the entorhinal cortex (Supplementary Fig. 6, Table 10, and
Methods). This result suggests that entorhinal cortical neurons carrying the pathogenic somatic
mutation in PIN1 are likely to be the site of origin of the Tau pathology. In the revised manuscript, we
added this result and related comments on p 7-8, Lines 197-204.

Q2. Page 5, Paragraph 1, no significance differences were observed in terms of VAF and number of
variants between AD and non-AD samples. Previous work (PMID 29217584) showed some forms of
neurodegeneration are associated with increased abundance of somatic mutations, but these were
neurodegenerative conditions that predispose to increased mutations (XP and CS). Have the authors



compared the severity of those variants using quantitative prediction tools other than different
annotation categories? Is the composition of MAF in the different categories distinct? These will make
better use of the VAF estimations.

Response:

In the original manuscript, we utilized Phred-scaled CADD score® for quantitative prediction of the
severity of post-filtered variants and considered variations with a CADD score >20 as putatively
pathogenic variants. Multiple algorithms have been developed for predicting the degree of
deleteriousness based on evolutionary conservation, sequence homology, protein structure, and etc.
Although individual methods are often useful, they are not directly comparable to each other since
they utilize the different information for the prediction. Also, there is no definite gold standard method
for such prioritization of the variant. We decided to use the latest version of CADD GRCh38-v1.4 as it
systemically annotates both coding and non-coding variants and has the fewest missing values for
variants compared to other dbNSFP listed tools (Fig. R1la and Table R1). There was no significant
difference in the average pathogenicity scores (e.g., CADD, MetaLR, M-CAP, Polyphen2, SIFT,
MutPred) of brain or blood somatic mutations between AD and non-AD groups (Fig. R1b). We also
examined the composition of variant allele fractions (VAF) of different annotation categories as R1
suggested (Fig. R1c). In 622 post-filtered brain somatic mutations of Alzheimer’s disease, the VAFs
of non-synonymous mutations were not significantly different from those of synonymous, UTR,
splicing, and intergenic variants and slightly lower than those of intronic mutations (P<0.0001).
Interestingly, putative pathogenic variants in AD brains showed significantly lower VAF (P=0.0004),
compared to that of benign variants (Fig. R1d). Such differences in VAF between pathogenic and
benign variants were also observed in non-AD brains (P=0.001), non-AD blood (P=0.0228), and AD
blood (P=0.0002) as well. This result implies that pathogenic somatic mutations are likely to be found
in a smaller fraction of cells, perhaps due to their deleterious effects on the viability, proliferation, or
clonal expansion of mutation-carrying cells.



Method Missing values for SHNVs (%) Threshold Description
CADD (v1.4) 4.02 (25/622) Phred score =20 63 distinct variant annotation retrieved from Ensembl Variant Effect,
Predictor (VEP), ENCODE project, and UCSC genome browser
Metal R B3.67 (396/622) score = 0.5 Logistic regression to integrate 9 deleteriousness prediction scores and
maimum minor allele frequency for more accurate and comprehensive
evaluation of deleteriousness of missense mutations
M-CAP 64.15 (399/622) score = 0.025 Combining amino acid conservation features with gradient boosting
trees and computing scores trained on mutations linked to Mendelian
diseases
Polyphen2_HDIV 64 63 (402/622) score = 0.5 Merging 8 protein sequence features and three protein structure
features
SIFT 64.95 (404/622) (1-score) > 0.95 Protein sequence conservation among homologs
MutPred 69.94 (435/622) score = 0.5 Protein sequence-based model using SIFT and a gain/ loss of 14
different structural and functional properties
n.s. n.s. n.s. n.s. n.s. n.s. n.s. n.s.
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Fig. R1: Comparison of the pathogenicity and variant allele frequency of brain and blood
somatic mutations in Alzheimer’s disease and non-demented control cases.

a, Summary of pathogenicity prediction methods analyzed in our study. Missing values for each
method are calculated. b, Violin plots displaying CADD, Polyphen2_HDIV, SIFT, and MutPred score of
post-filtered brain and blood somatic mutations in AD and non-AD groups. ¢, Comparison of variant
allele fractions of AD brain somatic mutations in six different functional categories. d, Comparison of
variant allele fractions of CADD categorized benign and pathogenic variants of brain and blood
somatic mutation in AD and non-AD. P values were calculated by one-way ANOVA test, followed by
post hoc multiple comparison in b and c. P values were calculated by unpaired t-tests accompanied
with Welch’s correction in d. Abbreviations: n.s., not significant; *, p<0.05; ***, p<0.001; **** p<0.0001.



Q3. Page 6, Paragraph 1, the authors should also look into the ‘mutation signatures’ in control brain
and blood, to specify whether the differences they observed were related to AD or reflect differences
between brain and blood samples. Clonal hematopoietic mutations were demonstrated (PMID
25326804; PMID 30185910), so it is likely that this effect contributes to the increased mosaicism
detected in blood, but this should be tested directly.

Response:
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Fig. R2: Mutation signatures of brain and blood somatic mutations in non-AD.



The best decomposed mutation signature models from multiple likelihood estimation were derived for
each tissue along with actual distribution of 96 possible mutation types. a, Single base substitution
(SBS) signatures 4, 1, and others account for 37.3%, 16.2%, and 46.5% of brain somatic mutations in
non-AD, respectively. b, SBS signatures 5 and 1 account for 74.2%, and 25.8% of blood somatic
mutations in non-AD, respectively. ¢, Merging brain somatic mutations from both AD and non-AD
samples show SBS signatures 1, 18, and others which account for 18.5%, 24.5%, and 57.0%,
respectively.

We thank R1 for this constructive comment. Since the number of non-AD individuals (11 cases) was
small, we were able to utilize only 132 of somatic variants in non-AD brains and 355 in non-AD blood
for mutation signature analyses compared to those in 52 cases of AD brains (595 SNVs) and AD
blood (2475 SNVSs). Thus, it could be inaccurate to infer mutation signatures in such small number of
somatic mutations, especially in non-AD brains. Nevertheless, we derive mutation signature analyses
in both non-AD brain and non-AD blood. In non-AD blood, SBS signatures 5 and 1 can explain 74.2%
and 25.8% of all somatic mutations, consistent with the finding that in AD blood (Fig. R2b, Fig. 2, and
Table R2). However, we observed that SBS signatures 4 and 1 accounted for 37.3% and 16.2% of all
somatic mutations in non-AD brains (Fig. R2a). Unlike mutation signature in AD brains, the mutation
signature of DNA damage by reactive oxygen species (SBS signature 18) was not detected in non-AD
brains, possibly due to much smaller number of analyzed somatic mutations. On the other hand,
when we pooled brain somatic mutations found in both AD and non-AD altogether, we were still able
to observe SBS signature 18 as well as SBS signature 1 (Fig. R2c).

Also, we agreed with R1's suggestion for analyzing clonal hematopoietic mutations in blood
samples. Mature blood and immune cells are produced by the process of hematopoiesis. As people
age, clonal expansions of mutated stem cells within blood frequently occur, which is associated with
increased numbers of somatic mutations and an increased risk of developing hematological
malignancies subsequent thereto®. We found that the VAF and number of somatic mutations in the AD
blood were significantly higher than those in the AD brain (Figs. 1d,f). As R1 mentioned, this finding
may indicate that the clonal hematopoiesis-mediated subpopulation of cells is more diverse in blood
than that in brain tissue. To test the clonal hematopoiesis in blood, we adopted a clonal reconstruction
algorithm that utilizes variant allele frequency (VAF) of somatic single nucleotide variants (SNV)
obtained from next-generation sequencing data to decompose clonal composition in given samples.
Currently available methods, including LICHEeE algorithm3, use the VAF to cluster distinct single
nucleotide variations and build statistical constraint model to infer the clonal evolution®. We performed
VAF-based SNV clustering and subsequent clonal lineage reconstruction according to the author’s
guideline with modification of the following parameters to account for delineating clusters with low-
level somatic mutations: (-maxVAFAbsent 0.005 -minVAFPresent 0.005 -minClusterSize 1 -
maxClusterDist 0.005). As a result, we found out that blood cells have significantly a higher number
and distinctive pattern of sub-clones than those of brain cells (Supplementary Fig. 11). Together with
mutation signatures of somatic mutations in blood, this result suggests that clonal hematopoiesis
contributes to the increased number and VAFs of somatic mutations in patient blood. We added this
result and related comments on p 10, Lines 265-272 in the revised manuscript.

Q4. The title ‘Brain somatic mutations ... contribute to the initiation of tau pathology in AD’, is not
supported by the conclusions. The 26.9% of AD individuals (14/52) with at least one pathogenic
mutation affecting Tau phosphorylation is intriguing, but the number of controls use for this
comparison is too low for rigorous analysis, and readers will doubt the conclusions. Authors should
keep their conclusions as speculative at current, especially given the potential for conflict-of-interest
stated in the ‘competing interests’ section of the paper.

Response:

We thank R1 for the constructive criticism on the title of the original manuscript. We agree that our
findings on a limited cohort are speculative at this time. Therefore, we changed the original title to
“Brain somatic mutations associated with aging contribute to dysregulation of Tau phosphorylation in
Alzheimer’s disease” in the revised manuscript.

Q5. There have been extensive studies of brain somatic mosaicism in AD using targeted or exome



sequencing, (PMID 30214067, 30114415). Authors should compare their results with existing studies
and at least discuss about the differences they each find. Especially recent findings of ‘APP
gencDNAs’ in AD (PMID 30464338), they could analyze their sequencing files to see whether there
are potential ‘junction reads’ or recombination ‘gencDNAS’ variants in genes like APP.

Response:

Wei et. al® [PMID 30214067] reported 56 brain somatic mutations in 1461 human brain exomes
(mean depth 51.9X) including 277 Alzheimer’s disease cases. Their pipeline utilized GATK haplotype
caller (v3.4) to call heterozygous variants along with filtering out by variant allele fraction (e.g., 10% <
filtered in VAF < 50%) and subsequent exclusion of common variants (e.g., EXAC Minor Allele
Frequency > 5%). Among 56 post-filtered variants from their pipeline, 22 (55%, 22/40) of the variants
were further validated by targeted amplicon sequencing (Miseq) or Pyrosequencing (PyroMark Q24).
With 22 validated somatic mutations in 15 different patients, they examined mutation signature
(COSMIC Signature 6 - defective DNA mismatch repair) and extrapolated mutation rate in human
brains (4.25 x 10™° per base pair per individual).

Meanwhile, Nicolas et. al® [PMID 30114415] performed molecular barcode panel sequencing on 11
known autosomal dominant and risk factor genes in Alzheimer’'s disease by using smMIP probes
(single-molecule molecular inversion probes) on 335 blood and 100 brain samples from AD patients.
After filtering out variants by base-specific error rate and PCR duplicates, they identified nine somatic
variants (APP, MARK4, NCSTN, SORL1; 0.2% < VAF < 10.8%) in the smMIP libraries (mean depth
2576X) and subsequently validated those variants in nine different patients with targeted amplicon
sequencing (lon Torrent PGM).

Although we performed deep sequencing in 52 AD brains at the genome-wide level, followed by
more specific bioinformatic analysis of low-level somatic mutations, we could not detect any of the 22
somatic mutations from Wei et. al or the nine variants from Nicolas et. al. Also, given that our pipeline
may miss these variants because of different algorithmic approaches, we independently investigated
those altered alleles from analysis-ready bam files using the bam-readcount R package
(Supplementary Table 13 and Methods). Neither brain nor blood samples from the 52 AD and 11
non-AD cases enrolled in our study carried more than three reads supporting AD-associated variants
(e.g., 2/22 variants in Wei et. al, 9/9 variants in Nicolas et. al) mentioned in these two studies.
Meanwhile, we found a variant in LAMAS5 from 1 FTD-ALS patient (rs753153265) was observed in
HIF of AD-196 with 53.6% of variant allele frequency and further verified regarding heterozygous
germline SNP through GATK HaplotypeCaller (VAF=51.98%).

Lee et. al’ [PMID 30464338] reported that somatic APP gene recombination from Alzheimer's
disease generates thousands of previously unknown gene variants characterized as genomic
complementary DNAs (gencDNAs), which could show identical sequences to cDNAs copied from
brain-specific spliced RNAs, as well as a myriad of truncated forms characterized by exonic deletions
and intra-exonic junctions (IEJs) to produce novel sequences that become retro-inserted into the
genome of single neurons. Such recombination in APP gene appeared to require gene transcription,
reverse transcriptase activity, and DNA strand breaks. According to Lee et. al, both the numbers and
the patterns of APP gencDNAs were altered and increased in sporadic Alzheimer’s disease. Although
our deep whole exome sequencing data (c.f. LCM-enriched neurons from hippocampal formation;
whole exome library; 101bp paired-end [Hiseq2500]) is not exactly parallel to what Lee et. al used to
infer the presence of IEJs in the APP gene (c.f. NeuN-positive frontal cortical neurons; Targeted APP
gene-captured library; 151bp paired-end [Nextseq]), we analyzed our raw fastq files according to the
author’s guideline to examine the presence of IEJs.

Briefly, raw fastq files were aligned to the human reference genome (GRCh38) using STAR aligner.
Duplicate reads were marked and removed by Picard and Bam files are then converted to bed12
format to be visualized in exonjunction R package. As a result, we were able to observe 72 IEJs and
six two-exon-exon junctions in the sequencing data (SRX4741695) from three sporadic AD patients
which are mentioned in the paper. Meanwhile, we could detect 1~17 IEJs from four different AD
patients. No IEJs, however, were detected in 11 non-demented control cases. We added these
results on p 11, Lines 287-292 in the revised manuscript.

MINOR QUESTIONS

Q6. Page 4, Paragraph 1, the optimized cut-off value of Ebscore was calculated from data of 21
healthy control brains and four schizophrenia brains, the assumption is that and the mutation
themselves are under a comparable situation, did the author indicate anywhere that the




benchmarking sequencing data were generated under comparable pipelines?

Response:

We thank R1 for pointing out the lack of detailed information on the panel of 21 normal and four test
datasets in the manuscript. As we previously mentioned in Supplementary Table 2, 25 matched
brain and liver samples were produced under the same pipeline as AD and non-AD cohort. Briefly, we
used Agilent V5+UTR exome library prep kit and Illumina Hiseq2500 sequencer to ensure >500X
average sequencing depth and subsequent running of the MuTect algorithm to find somatic mutations.
Along with additional calibration for EBscore (R2's comment), we updated information on the exome
library kit, sequencer type, and average sequencing depth on related columns of Supplementary
Table 2 and methods section in the revised manuscript.

Q7. Page 6, Paragraph 2, for pathogenic variants, do they have different VAFs compared with benign
ones?

Response:
As we mentioned in “Response to Q2”, putative pathogenic variants show significantly lower VAFs
than benign variants regardless of disease status or origin of tissue.

Q8. Authors should pay more attentions to the format of the manuscript and check the citations. We
think that citation 27 and citation 60 is the same publication. Other examples of duplicated citations
includes citation 75 and citation 76, which also means that citation 76 can't be a supporting evidence
for citation 75 in Page 10, Paragraph 2, Line 5-7.

Response:
We apologize for duplication and unmatched references in the previous manuscript. We removed
all the duplicates and updated the reference list in the revised manuscript (Page 11; Lines 298-299).

Q9. For the ultra-deep amplicon sequencing validation results provided in Table S4-1, the authors
might discuss how validated variants that are filtered out, seen from the results as Mutect only report
tissue-specific variants most variants shared by both tissue or not enriched in brain are excluded.

Response:

The application of targeted amplicon sequencing on 159 brain somatic mutations allowed us to
identify 77 true somatic mutations (Supplementary Table 4). Among these 77 variants, 67 were
correctly identified by MuTect+Post-call filters, while 10 were false negatives, defined as true somatic

mutations incorrectly filtered out by the Post-call filter processes due to low EBscore (£2.396), high

average second highest BLAT score (>900), or both. As we tried to systemically rule out genome-wide
sequencing or alignment artefacts from deep whole exome sequencing data (>500X), we adopted
quantitative filters (e.g., coverage depth, variant allele frequency) along with EBscore® and visual
inspection®°. Considering an ideal post-call filter would increase precision to 100% without any
decrease in sensitivity, we are aware of the limitation of these filters in securing all true calls.
Nevertheless, we could increase precision rate from 48.4% to 79.8% by missing only 10 variants out
of 77 true calls using the aforementioned post-call filters (Fig. R3d in response to R2-Q1).

Q10. According to the existing phenotype info (https://www.jax.org/strain/025883) no behavioral
studies have been carried out for mPin1 mutant mouse.

Response:

We thank R1 for mentioning currently available murine Pinl knock-out mouse line. According to
Liou et. al'', where they developed the whole-body knock out of Pinl, this mice showed age-
dependent motor and behavioral deficiencies as did human Tau harboring transgenic mouse: retinal
atrophy, abnormal limbic clasping reflexes, hunched posture, reduced mobility, and eye irritation.
Interestingly, they showed age-dependent neuropathy, hyperphosphorylation of Tau, and NFT-like
tangles in the brain. Therefore, our finding in loss-of-function PIN1 mutation (c.477 C>T) and
subsequent functional validation are compatible with the in vivo data of Liou et. al*".



Reviewer #2

Remarks to the Author:

The presented manuscript describes the analysis of somatic variants in brains with AD and normal
brains. The study includes (1) sequencing from normal and AD brains and from matching blood; (2)
discovering somatic mutations; (3) comparing the spectrum of somatic mutations; (4) identifying
enrichment of pathogenic variants in a few pathways related to Tau pathology; (5) testing mutations in
PIN1 for underlying phenotype related to AD; (6) estimating the contribution of germline and somatic
variants to the etiology of AD.

Overall, this is a novel and interesting study that reports results that will be of interest not only to
people working on AD but to the scientific community at large. However, | encountered a few
weaknesses and some confusions that need to be addressed.

Response:
We thank R2 for the positive comments on our manuscript. We addressed all concerns below.

MAJOR QUESTIONS

Q1. Calling of somatic variant, validation and the description of the calling and validation is confusing.
Why did the authors use MuTect and then the Bayesian framework (EBscore)? Isn't it enough to use
only one approach? Calling across samples is heterogeneous: some variants are called from paired
comparison and some are from a single sample.

Response:

We apologize for confusing the description of our somatic mutation calling pipeline. Firstly, in case
of the 48 cases from the Netherlands Brain Bank, we could acquire and sequence both brain and
blood tissues, thereby using paired sample mode of MuTect v1.7 for calling both brain and blood
somatic mutation. Meanwhile, in the 15 cases where matched peripheral tissues were not available,
brain somatic mutations were analyzed using the single sample mode of MuTect v1.7 along with more
strict quantitative filters (e.g., Depth=100; VAF<20%) than that of the 48 matched tissues available
cases (e.g., Depth=35; VAF<40%) (Fig. R3b). Nonetheless, as seen in Supplementary Fig. 4 and
Table 4, post-filtered somatic mutations calls from unmatched samples also showed comparable
precision from targeted amplicon sequencing (TASeq) result.

Although the MuTect algorithm is known to sensitively and accurately detect somatic mutations in
tumors, we are aware of that its performance is not good enough for accurately detecting low-level
somatic mutations from deep sequencing data due to the high false positive rate'**®. Therefore, we
applied the Empirical Bayesian Filter (EBscore), which rules out error-prone sites and sequencing
errors” using a panel of normals, on raw MuTect calls along with quantitative and qualitative filters to
increase the precision of calling somatic mutation. Applying all three post-call filters on raw MuTect

. .. T Positi . . .
calls increased the precision rate (=— Pos:;i‘;r‘;s;l;zepositm) in both the independent 54 variants from

11 Schizophrenia brain samples (Test dataset) (Fig. R3c) and the 159 variants from 55 Alzheimer
and non-demented control brain samples (Fig. R3d).
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Fig. R3: Evaluation of EBscore cutoff and Post-call filter processes.

a, Two receiver operator characteristic (ROC) curves were drawn to determine the cut-off value of
EBscore using targeted amplicon sequencing results from randomly picked 29 and 54 brain somatic
mutations from four and eleven schizophrenia brains. Incrementing test-data set up to 54 variants
showed same cutoff value of EBscore. b, Detailed schematics of bioinformatic analysis pipeline used
for detecting somatic SNVs from matched and unmatched samples. Specific conditions for
unmatched cases are denoted in red. ¢, Comparison of precision rate of raw MuTect calls and
independently applied post-call filters using 54 variants from Schizophrenia brains. d, Comparison of
precision rate of raw MuTect calls and independently applied post-call filters using 159 variants from
Alzheimer’s disease and non-demented control brains.

Q2. Only 29 SNVs were used to calibrate the Bayesian cut-off score. That does not seem enough
counts as Supp. Fig. 2 is “bumpy”. What were the criteria to consider a call validated? My
understanding is that they compared amplicon-seq results for brain and liver. Is that right?



Supplementary Table 4 lists validation results, and the conclusions in there are reasonable. The
authors say: “If such a mutation was present as statistically reliable compared to previously estimated
background errors, we considered using them as true calls.” Does it mean that they didn't use a
control sample? If not, then this is a potential issue. The error may not be uniform and may be
systematic at some sites. The systematic error can be the same in the sequencing machine, as it also
uses PCR. So this may lead to a false call and then to a false validation. What do the authors do with
calls for which they can’t design primers? | would count them as not validated.

Response:

To set the proper threshold of EBscore on raw MuTect calls, we initially sequenced four
Schizophrenia cases and 21 non-schizophrenia cases, called somatic SNVs using the same pipeline,
and used them as a panel of normals (Supplementary Fig. 2 and Table 3). As we agree to R2's
concern about the possible shortage of data for calibrating the EBscore, we increase the test dataset
to 54 variants from 11 Schizophrenia patients. Although the area under curve for EBscore was slightly
lower than that of previous observation (Fig. R3a), the cutoff value to maximize ‘sensitivity +
specificity’ was still “2.396,” suggesting that our initial threshold was properly determined.

To test whether post-filtered calls are true calls, as seen in Supplementary Table 4, we randomly
selected 11 % (84/764 SNVs) of filtered somatic SNVs from the HIF specimens and performed
targeted amplicon sequencing (5,434X to 4,797,498X of read-depth) on “both” brain and blood
samples. For interpreting the results of targeted amplicon sequencing, we considered variants as
validated when their variant allele fraction in TASeq was significantly higher than the base-specific
background error rate that we recently reported for amplicon-based lllumina platforms in control
samples: T>A (0.00312107), T>C (0.007970457), T>G (7.58E-04), C>T (0.004071926), C>G (7.65E-
04), C>A (0.001847634)".

Specific primer sequences were able to be designed for all variants-of-interest (141/141 for
matched and 18/18 variants for unmatched samples). Detailed primer sequence information is listed
in Supplementary Table 4-2.

Q3. They say, “We were able to estimate that HIF somatic SNVs increase a rate of 0.53 somatic
SNVs per exome per year.” It is not clear how to interpret this number. Per cell? Per division? Per
what? Because of this confusion | don'’t think it is worth showing panels A and B in Fig. 2 in the main
text. | suggest removing them or moving them to the supplement.

Response:

We apologize for confusing with the rate of somatic SNVs. Since we enriched neuronal cells of
HIFs by performing laser capture microdissection and detected somatic SNVs with a VAF of at least
0.52%, we rephrased the statement as “somatic SNVs with VAF of at least 0.52% in neuronal cells of
HIF increase a rate of 0.53 somatic SNVs per exome per year”. As R2 suggested, we also moved
these figures to the supplementary figures (Supplementary Figs. 10a,b).

Q4. Not sure why they need to filter out variants by gnomAD before doing enrichment analysis. This
seems ad hoc. Pathway enrichment analysis was done with Enrichr, and | couldn’t find the description
whether that server takes into account the gene length when calculating enrichment. This is a critical
point. Longer genes are more likely to be mutated. So whatever enrichments the authors claim can be
merely the results of genes being longer. The permutation test that the authors conduct does not
account for gene length either.

Response:
We thank R2 for the constructive comments. Since rare variants are more likely to be pathogenic or

relevant to the disease, we excluded variants with MAF>0.01% in gnomAD for our enrichment

analysis based on recent studies with rare variants™**°.

We agree with R2’s concern about the gene length. As R2 pointed out, the Enrichr algorithm16 does
not innately account for gene length in the analysis. To exclude such gene length bias, we
independently performed gene length adjusted gene-set enrichment test with DNENRICH software®’.
Briefly, we separately all collected genes with putatively pathogenic somatic mutations in brain and
blood tissues from Alzheimer’s disease patients and non-demented controls (AD_Brain, AD_Blood,
non-AD_Brain, non-AD_Blood). Then, we performed gene-set enrichment analysis by DNENRICH
with 100,000 permutations to identify critical biological processes in which pathogenic variants were
overrepresented. The KEGG database (v.2016) was used as a reference database to find AD-relevant



pathways. Consistent with our previous result with the Enrichr algorithm, AMPK, MAPK, and PI3K-
AKT pathways were still significantly enriched only in AD brain samples (Supplementary Figs. 5b,c).
Therefore, our results suggest that putatively pathogenic somatic mutations in HIF of AD individuals
are significantly enriched for the PI3K-AKT, MAPK, and AMPK pathways. We added this result and
comments in the revised manuscript on p 7, Lines 177-180.

MINOR QUESTIONS
Q5. Itis not clear what the authors mean by “excluding those with average base positions of either <1
or >100".

Response:

We apologize for the unclear description on filtering conditions in our pipeline. As the base quality
and sequencing accuracy drop at the end of the reads from lllumina platform®®, we considered altered
alleles positioned at the end of each read (base position=0 or 101 for 101-bp paired end reads) as
unreliable calls. To clarify such filtering process, we modified the description of the process as
“excluding variants with all supporting reads located at either end of reads” in the revised manuscript.

Q6. Manual inspection makes the results subjective, and how to interpret the Blat score, namely “the
second highest blat score was <900"?

Response:

Manual inspection with the IGV viewer on aligned reads of variant calls is useful and frequently
used to remove ambiguous mapping and sequencing errors’. By performing a BLAT search
embedded in the IGV viewer, one can ensure whether the read of interest is uniquely mapped on the
reference genome. The average of the highest BLAT score of genomic region around the variant-of-
interest is always >950 for 101-bp paired end reads from an lllumina sequencer (Supplementary
Table 3 and Fig. R4). Although there is yet no clear cut value for demarcating ambiguously mapped
reads in the field™, based on our targeted amplicon sequencing results, we set the average second
highest BLAT score <900 as a filtering condition for uniquely mapped reads.
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Fig. R4: IGV browser images of true and false call from from test dataset.

a, True calls show one mismatched base pair in each read unless its homozygous/heterozygous
SNPs. The average of the highest blast score for supporting reads with altered alleles was always
>950 and the average of 2" highest blast score is <900. b, False calls show multiple mismatched
base pairs (e.g., insertion) in supporting reads. The average of the second highest blast score for

supporting reads was >900.

Q7. | think that the authors should refer to somatic mutations as “putative pathogenic” instead of
“pathogenic”.

Response:
We appreciate R2 for suggesting the better expression. In the revised manuscript, we referred to
somatic mutations as “putatively pathogenic” instead of “pathogenic.”

Q8. One paragraph in the introduction basically repeats the Abstract. | don't think this paragraph is
necessary and propose removing it.

Response:
We thank R2 for pointing out the redundant description in the introduction. As R2 suggested, we
removed that paragraph on p3 in the revised manuscript.



Reviewer #3

Remarks to the Author:

Park et al. report results on a 2x2 design between Alzheimer’'s disease cases and controls, and
matched brain (hippocampal formation regions) and blood. The results are interesting and the study
was well done. If find the mutational profile and PIN1 results particularly interesting, and believe they
support important hypotheses found in the Alzheimer’s disease field. | have only minor concerns for
the authors to address:

Response:
We thank R3 for the positive comments on our manuscript. We addressed all concerns below.

MINOR QUESTIONS
Q1. Authors “examined somatic mutations with low allelic frequency at the genome-wide level”. They
should specify and (more importantly) justify the cutoff in the main text.

Response:

The cutoff value of variant allele fraction (VAF) in our deep whole exome sequencing data was
0.52%, as seen in Supplementary Table 4. The VAF of somatic mutations validated through the
targeted amplicon sequencing ranged from 0.52% to 15.3%. We added this on p4 in the revised
manuscript.

Q2. My primary concern is regarding the 15 AD samples lacking matched blood. Authors included 15
samples without matched blood and applied more stringent criteria to identify somatic mutations. This
approach is probably reasonable, but the authors need to show the 15 samples lacking matched
blood are not statistically and meaningfully different from samples with matched blood. i.e., do they
have significantly different mutation profile in quantity, accuracy with TASeq (as reported in figure 1b),
variant allele frequency (figure 1c¢)? | also wonder the six outliers in figure 1d in AD brain are from
these unmatched samples. Although there is no statistical difference, some readers may conclude
there is a ‘trend’, given the outliers. If there is a significant difference between samples with and
without matched blood, the samples without matched blood need to either be excluded, or variant
inclusion thresholds need to be modified. This study should as ‘clean’ as possible.

Response:

We agreed with R3’s concern on 15 cases without matched peripheral tissue. Therefore, we
additionally validated randomly chosen ~10% of variants (18/171) from post-filtered calls from those
unmatched samples. As seen in Supplementary Fig. 4a, the precision (accuracy) of post-filtered
calls from unmatched samples (72.2%) were comparable to that of post-filtered call from matched
samples (80.3%) (Fisher's exact T-test = 0.5078). Moreover, strong correlation (R2 = 0.81) was
observed when comparing VAFs across individual sequencing platforms (Supplementary Fig. 4b).
Finally, there was no significant difference in the average number or mean VAF of brain somatic
mutations between AD and non-AD groups with or without peripheral tissues (Supplementary Figs.

4c,d). Therefore, this result suggests that our strict quantitative filters (e.g., read depth>100,

EBscore>2.396, VAF<20%) applied on unmatched samples is comparable to the analysis of the
matched samples.

Q3. Authors report mutational signatures in Figure 2 c,d. Neither the text nor the figure legend makes
it clear which refers to brain and blood. Readers can deduce based on the reported signatures in the
text, but authors should make it clear (e.g., “Fig. 2c” should be at the end of the sentence referring to
brain data).

Response:
We thank R3 for pointing out the unclear annotation of figure 2 c,d. In the revised manuscript, we
added tissue information on each Figs 2a,b in the legend.

Q4. | commend authors for performing a permutation test. This helps validate the results are not
spurious. Authors should report the p-values for the permutation test (0.0019, 0.0068, and 0.0237) in
the main text, rather than making the reader look in the methods (Page 7; Line169-172).



Response:

We appreciate R3 for the positive comment about our permutation test on gene-set enrichment test.
As R3 pointed out, we corrected the P values of both original permutation test and gene-length
adjusted result (R2's comment) in the revised manuscript.

Q5. ‘abnormally’ should be ‘abnormal’ in ‘Previous studies have highlighted abnormally increases
in...".

Response:
We corrected it in the revised manuscript.

Table legends

Table R1: List of six pathogenicity scores of brain and blood somatic mutations in Alzheimer’s

disease and non-demented controls

Table R2: Detailed summary report of mutation signature analyses of non-AD brain, non-AD

blood, and AD+non-AD brain from Mutalisk tool
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Reviewers' comments:
Reviewer #1 (Remarks to the Author):

The authors have been extraordinarily responsive to my multiple questions, and have performed a
series of additional control experiments to address my questions, all of which support their model.
Furthermore, they expanded the data to include consideration of mutational signatures, clonal
hematopoesis and recent publications in the field of mosaicism in Alzheimer's to make the paper
stronger.

Reviewer #2 (Remarks to the Author):
| just have two minor comments

* Manual curation and BLAT results

| don’t feel that the SNV chrX:136,877,960 C>T displayed in Figure R4b demonstrates the point.
The panel displays two supporting reads for T in WES in liver and 6 supporting reads in WGS for
brain. Why MuTect even called it? Isn’t is suspicious? The SNV and indel next to it are always co-
occurring and both of them have rsIDs (rs76812369 and rs755459969), which suggests that they
may be germline. In this regard | think the authors should check and report how many of their
putative mosaic variants are found in gnomAD.

Operating by BLAT (or BLAST as the authors write in the caption to figure R4b) score values gives
a reader no sense of how reasonable applied cut off are. The author should provide rough
correspondence of cut off value to % of sequence identity.

* I’'m still not clear about the use of gnomAD prior to enrichment analysis

If SNVs that authors identify are true mosaic variants then they can’t be common variants by
definition. The chance that they find mosaic SNV that will match to the common variant in the
population is extremely small (—0.1%b). If their call set has significant overlap with gnomAD then
the call set is of low quality, if the overlap is small then there is not need to prescreen variants
against gnomAD.

Reviewer #3 (Remarks to the Author):

The authors have reasonably addressed my concerns. This is a very interesting study that is
important to the field.



Reviewer #1

Remarks to the Author:

The authors have been extraordinarily responsive to my multiple questions, and have performed a
series of additional control experiments to address my questions, all of which support their model.
Furthermore, they expanded the data to include consideration of mutational signatures, clonal
hematopoesis and recent publications in the field of mosaicism in Alzheimer's to make the paper
stronger.

Response:
We appreciate R1 for the approval of our previous responses and related positive comments on our
revised manuscript.

Reviewer #2
Remarks to the Author:

| just have two minor comments

Response:
We appreciate R2 for the approval of our previous responses toward major questions. We
addressed remaining minor concerns below.

MINOR QUESTIONS

Q1. Manual curation and BLAT results

| don't feel that the SNV chrX:136,877,960 C>T displayed in Figure R4b demonstrates the point. The
panel displays two supporting reads for T in WES in liver and 6 supporting reads in WGS for brain.
Why MuTect even called it? Isn't is suspicious? The SNV and indel next to it are always co-occurring
and both of them have rsIDs (rs76812369 and rs755459969), which suggests that they may be
germline. In this regard I think the authors should check and report how many of their putative mosaic
variants are found in gnomAD.

Response:

We apologize for confusing description of the SNV (SCZ_1002; RBMX chrX:136,877,960 C>T)
displayed in Fig. R4b from previous point-by-point response. We used targeted amplicon sequencing
data of the SNV and 53 other variants called from raw MuTect call from 11 Schizophrenia cases to
calibrate EBscore and set other post-filter conditions (e.g., cut-off value for BLAT score, necessity of
visual inspection through IGV viewer). As R2 already noticed from the Fig. R4b which confirmed as
“false call” from targeted amplicon sequencing, MuTect caller does not perform good enough for
accurately detecting low-level somatic mutations from deep sequencing data due to the high false
positive rate™”. Thereby, we adopted additional post-filter criteria (e.g., EBscore, Position of
supporting reads, BLAT score, Visual inspection) to properly filter out those false calls from raw
MuTect call before performing quantitative and qualitative assessment. By doing so, we could rule out
possible germline variants and found 84.1~90.2% of post-filtered brain and blood somatic mutations in
AD and non-AD cases are novel variants which are not reported in gnomAD (r2.0.2) exome
databases (Fig. RR1). Even among those gnomAD-reported variants, most of them are ultra-rare
variants (gnomAD MAF <0.01%): non-AD Brain (19/22), AD Brain (61/66), non-AD Blood (37/38), AD
Blood (213/243).
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Fig. RR1. The number of somatic mutations with gnomAD annotation in brain and blood
tissues of AD and non-AD individuals.

a, Novel variants which are not reported in the all exome data-set from gnomAD (r2.0.2) are denoted
as blue, ultra-rare variants with MAF <0.01% are denoted as orange, and rare variants with MAF <1%
are denoted as red.

Q2. Operating by BLAT (or BLAST as the authors write in the caption to figure R4b) score values
gives a reader no sense of how reasonable applied cut off are. The author should provide rough
correspondence of cut off value to % of sequence identity.

Response:

Firstly, we apologize R2 for typos (c.f. “BLAST” should be edited to “BLAT” as mentioned elsewhere
in revised manuscript) in the caption of Fig. R4b from previous point-by-point responses. We agree
with R2 that BLAT score per se can be obscure to readers. The BLAT, BLAST-like alignment tool,
account for both aligned length and sequence similarity when scoring alignment result of a query
sequence’. The higher BLAT score mapped in one position, the more likely query sequence is
uniquely located in that site of the genome. In case of 101-bp short sequencing reads (e.g., deep
WESeq or TASeq) from lllumina sequencer, IGV-based BLAT score can be ranged from 0 to 1000
depending on the number of mismatch and gaps in the alignment and sequence identity between a
query and the reference®®. Therefore, we preferred to use BLAT score by counting the number of
mismatch and giving penalty on size of gaps, for detecting patterns of possible false calls, rather than
simply using sequence identity (%).

The highest BLAT score of supporting reads from true calls validated from targeted amplicon
sequencing, as seen in Figs. RR2b and RR3b, are >950 and such reads are appropriately aligned to
in the vicinity of region-of-interest (see also Supplementary Table 3). In addition, the second highest
BLAT score of supporting reads are <900, implying that there is no other location in genome that
these reads can be mapped better. Meanwhile, the supporting reads from some of false calls proven



from targeted amplicon sequencing, as seen in Figs. RR4b and RR5b, the second highest BLAT
score of supporting reads are >900 meaning that another location in the genome have similar
sequence entity.

As R2 suggested, we could also rephrase our post-filter criteria of BLAT score from “the average
second highest BLAT score should be <900” to “(assuming alignment of 101-bp long supporting reads
have no gaps [spanning 101-bp]) each read has no more than one site with >95% of sequence
identity (%) to the reference genome”.
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Fig. RR2. Example of IGV browser and UCSC genome browser images of a true brain somatic
mutation in IP6K1 from Test dataset.



a, IGV browser image of true call show one mismatched base pair in each read from brain exome
unless homozygous/heterozygous SNPs are located within 101-bp. b, The two highest BLAT scores
of each supporting read with aligned length (span) and its sequence identity to reference genome
(GRCh38). ¢, UCSC browser image of the reference genome-aligned supporting reads from brain
sample where the BLAT score is the highest. d, UCSC browser image of the reference genome-
aligned supporting reads from brain sample where the BLAT score is the second highest. Unlike reads
shown in panel c, reads show gaps or partially aligned on the genome. Red vertical lines in panel ¢
show query sequence and the reference genome have different bases at regarding position.
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Fig. RR3. Example of IGV browser and UCSC genome browser images of a true brain somatic
mutation in MXRAS from Test dataset.

a, IGV browser image of true call show one mismatched base pair in each read from brain exome
unless homozygous/heterozygous SNPs are located within 101-bp. b, The two highest BLAT scores
of each supporting read with aligned length (span) and its sequence identity to reference genome
(GRCh38). ¢, UCSC browser image of the reference genome-aligned supporting reads from brain
sample where the BLAT score is the highest. d, UCSC browser image of the reference genome-
aligned supporting reads from brain sample where the BLAT score is the second highest. Unlike reads
shown in panel c, reads show gaps, mismatches or partially aligned on the genome. Red vertical lines
in panel c show query sequence and the reference genome have different bases at regarding position.
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Fig. RR4. Example of IGV browser and UCSC genome browser images of a false brain somatic
mutation in RBMX from Test dataset.

a, IGV browser image of true call show one mismatched base pair in each read from brain exome
unless homozygous/heterozygous SNPs are located within 101-bp. b, The two highest BLAT scores
of each supporting read with aligned length (span) and its sequence identity to reference genome
(GRCh38). ¢, UCSC browser image of the reference genome-aligned supporting reads from brain
sample where the BLAT score is the highest. d, UCSC browser image of the reference genome-
aligned supporting reads from brain sample where the BLAT score is the second highest. Unlike reads
shown in Figs. RR2d and RR3d, theses reads show comparable sequence identity to other site of
the genome as well. Red vertical lines in panel ¢ show query sequence and the reference genome



have different bases at regarding position. Orange vertical lines in panels ¢, d show the query
sequence has an insertion (or genome has a deletion/alignment gap) at this point. Purple vertical lines
implying that query sequence extends beyond the end of the alignment.
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Fig. RR5. Example of IGV browser and UCSC genome browser images of a false brain somatic
mutation in POM121 from Test dataset.

a, IGV browser image of true call show one mismatched base pair in each read from brain exome
unless homozygous/heterozygous SNPs are located within 101-bp. b, The two highest BLAT scores

of each supporting read with aligned length (span) and its sequence identity to reference genome
(GRCh38). ¢, UCSC browser image of the reference genome-aligned supporting reads from brain

sample where the BLAT score is the highest. d, UCSC browser image of the reference genome-

aligned supporting reads from brain sample where the BLAT score is the second highest. Unlike reads

in Figs. RR2d and RR3d, theses reads show comparable sequence identity to other site of the
genome as well. Red vertical lines in panel ¢ show query sequence and the reference genome have

different bases at regarding position.



Q3. I'm still not clear about the use of gnomAD prior to enrichment analysis

If SNVs that authors identify are true mosaic variants then they can’t be common variants by definition.
The chance that they find mosaic SNV that will match to the common variant in the population is
extremely small (~0.1%). If their call set has significant overlap with gnomAD then the call set is of low
quality, if the overlap is small then there is not need to prescreen variants against gnomAD.

Response:

We apologize for unclear description in reasoning of prescreening common variants from post-
filtered calls when performing enrichment test. As we described in Fig. RR1, the most of post-filtered
calls are already novel or rare variants and prescreening with gnomAD <0.01% criteria only filter out
0.28~2.17% of variants from brain and blood SNVs from AD and non-AD cases. Nevertheless, we
performed enrichment test without filtering out such common variants to confirm the significance of
our previous findings. As seen in Fig. RR6b, the gene-set enrichment result from Enrichr still show
significance in PI3K-AKT (Top1, adj. p<0.0001; 15/341 overlap), MAPK (Top3, p=0.0009; 11/255), and
AMPK (Top6, p=0.0039; 7/124) pathways only in AD brain. Moreover, we showed that gene-length
bias did not affect the enrichment test result when using such gene-set as well (Fig. RR6d).
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RR6. Enrichment test results of genes with pathogenic mutations.

Enrichment test was performed with two independent methods using KEGG (v.2016) pathways.
Enrichment test result with exclusion of common variants (gnomAD>0.01%) showed three significant
hyperphosphorylation of Tau-related pathways from both a, Enrichr and c, gene-length adjusted
DNENRICH method. Putatively pathogenic gene-set with inclusion of common variants still showed
significance in the three pathways from both b, Enrichr and d, DNENRICH methods. Gene-length
adjusted enrichment test was performed with DNENRICH along with 100,000 permutations. Vertical
bar represents threshold for Benjamini-Hochberg adjusted P value.



Reviewer #3

Remarks to the Author:

The authors have reasonably addressed my concerns. This is a very interesting study that is
important to the field.

Response:
We thank R3 for the approval of our previous responses and related positive comments on our
revised manuscript.
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REVIEWERS' COMMENTS:
Reviewer #2 (Remarks to the Author):

The authors' response is reasonable.



Reviewer #2
Remarks to the Author:
The authors' response is reasonable.

Response:
We appreciate R2 for the approval of our previous responses on our revised manuscript.




AD_Brain

		Table R1: List of six pathogenicity scores of brain and blood somatic mutations in Alzheimer’s disease and non-demented controls

		SubjectID		Code		X.CHROM		POS		REF		Allele		BAF_HIF		Mutation_type		gnomAD_exomes_AF		Pathogenicity		CADD_phred_v1.4		MetaLR_score		M.CAP_score		Polyphen2_HDIV_score		1-SIFT_score		MutPred_score

		AD_301		AD		chr1		27734136		C		A		0.011		Non-synonymous		.		P		24.4		0.1096		0.014518466		0.746		0.886		0.325

		AD_301		AD		chr1		33693054		C		A		0.013		Non-synonymous		.		P		38		.		.		.		.		.

		AD_301		AD		chr1		202594035		C		A		0.00742		UTR		.		B		0.922		.		.		.		.		.

		AD_301		AD		chr1		209625730		C		G		0.014		Non-synonymous		.		B		12.95		0.0568		0.005434825		0.009		0.502		0.311

		AD_301		AD		chr2		171449889		T		C		0.041		Non-synonymous		.		P		29.7		0.3614		0.078906094		1		1		0.511

		AD_301		AD		chr2		176130859		T		C		0.00925		Non-synonymous		.		P		24.8		0.5063		0.030985394		0.409		0.903		0.22

		AD_301		AD		chr2		217886146		G		A		0.034		Intronic		.		B		2.766		.		.		.		.		.

		AD_301		AD		chr2		218344544		C		A		0.02		Synonymous		.		B		17.89		.		.		.		.		.

		AD_301		AD		chr3		38726821		C		A		0.017		Non-synonymous		0.00000814		B		10.12		0.4092		0.019980089		0.855		0.329		0.377

		AD_301		AD		chr3		42937888		C		A		0.021		UTR		.		B		2.914		.		.		.		.		.

		AD_301		AD		chr3		52789836		C		A		0.012		Non-synonymous		.		P		24.1		0.0872		0.017500804		0.997		0.967		0.79

		AD_301		AD		chr4		71563870		C		A		0.00797		Non-synonymous		.		B		14.63		0.1407		0.053604705		0.664		0.912		0.162

		AD_301		AD		chr5		79021663		C		A		0.00712		Non-synonymous		.		B		10.51		0.2946		0.034009589		0		0.912		.

		AD_301		AD		chr8		132172568		C		A		0.013		Intronic		.		B		0.929		.		.		.		.		.

		AD_301		AD		chr9		1056659		C		A		0.00722		Non-synonymous		.		P		26		0.1577		0.023993181		0.952		0.999		0.524

		AD_301		AD		chr10		133467892		C		A		0.015		Non-synonymous		.		B		0.032		.		.		.		.		.

		AD_301		AD		chr11		1167958		G		A		0.014		Non-synonymous		.		P		22.9		0.446		.		1		.		.

		AD_301		AD		chr11		60843027		A		G		0.102		Intronic		.		B		9.58		.		.		.		.		.

		AD_301		AD		chr11		70486441		G		A		0.017		Synonymous		.		B		1.421		.		.		.		.		.

		AD_301		AD		chr12		52573486		C		A		0.00903		Non-synonymous		.		B		14.65		0.2518		0.01409193		0.02		0.845		0.47

		AD_301		AD		chr13		39601008		C		A		0.00932		Non-synonymous		0.00000407		P		32		0.5828		0.24271002		1		0.998		0.885

		AD_301		AD		chr14		61450886		C		A		0.0072		Non-synonymous		.		B		14.65		0.4181		0.034121925		0		0.677		0.546

		AD_301		AD		chr15		54512412		C		A		0.00708		Intronic		.		B		12.88		.		.		.		.		.

		AD_301		AD		chr15		78281482		G		C		0.012		UTR		.		B		15.45		.		.		.		.		.

		AD_301		AD		chr16		9753910		C		A		0.015		UTR		.		B		1.763		.		.		.		.		.

		AD_301		AD		chr16		19481431		G		A		0.02		Non-synonymous		0.0000487		P		26.2		0.4453		0.034665377		1		0.99		.

		AD_301		AD		chr17		12237646		C		A		0.016		Intergenic		.		B		8.167		.		.		.		.		.

		AD_301		AD		chr17		81511645		C		A		0.021		Intronic		.		B		4.762		.		.		.		.		.

		AD_301		AD		chr19		19543073		G		A		0.036		Intronic		.		B		0.411		.		.		.		.		.

		AD_301		AD		chr19		57129893		A		G		0.012		Synonymous		.		B		0.825		.		.		.		.		.

		AD_301		AD		chr22		50447272		C		A		0.02		Intronic		.		B		1.637		.		.		.		.		.

		AD_301		AD		chrX		70500622		C		T		0.016		Intronic		.		B		0.644		.		.		.		.		.

		AD_301		AD		chrX		108156689		G		T		0.017		UTR		.		B		2.045		.		.		.		.		.

		AD_302		AD		chr1		159835196		A		G		0.012		Non-synonymous		.		P		21		0.0193		0.004665304		0.578		0.284		0.18

		AD_302		AD		chr3		184375972		C		A		0.033		Synonymous		.		B		15.43		.		.		.		.		.

		AD_302		AD		chr10		71302227		G		T		0.013		UTR		.		B		3.804		.		.		.		.		.

		AD_302		AD		chr12		109407863		C		T		0.00661		Non-synonymous		0.0000284		P		36		.		.		.		.		.

		AD_302		AD		chr19		56812533		G		A		0.029		UTR		.		B		15.9		.		.		.		.		.

		AD_302		AD		chr22		32225592		C		T		0.041		Intronic		.		B		3.372		.		.		.		.		.

		AD_299		AD		chr2		233015752		G		A		0.00972		Intronic		.		B		0.41		.		.		.		.		.

		AD_299		AD		chr6		106519405		G		A		0.012		Non-synonymous		.		B		14.89		0.1104		0.004699774		0.017		0.673		0.122

		AD_299		AD		chr7		98617695		C		A		0.067		Synonymous		.		B		16.17		.		.		.		.		.

		AD_299		AD		chr8		144247597		C		A		0.033		Non-synonymous		.		B		12.61		0.0204		0.010169049		0.808		0.96		0.452

		AD_299		AD		chr12		56599975		C		A		0.015		Non-synonymous		.		P		24.6		0.7381		0.138283603		0.999		0.997		0.347

		AD_299		AD		chr12		109227432		C		T		0.014		Non-synonymous		.		B		19.9		0.0657		0.007739601		0.942		0.938		0.433

		AD_299		AD		chr17		42564741		A		G		0.019		Synonymous		.		B		20.2		.		.		.		.		.

		AD_299		AD		chr17		75605907		G		A		0.026		Non-synonymous		.		P		21.8		.		.		.		.		.

		AD_299		AD		chr19		48628997		G		A		0.019		Non-synonymous		.		P		22.3		0.0544		0.015482724		0.996		0.724		0.236

		AD_299		AD		chr20		41202927		G		A		0.011		Non-synonymous		0.0000325		P		29		0.6254		0.468677864		1		0.999		.

		AD_299		AD		chrX		9688168		C		A		0.022		Non-synonymous		.		B		8.534		0.1236		0.058947787		0.745		0.06		0.301

		AD_299		AD		chrM		16098		A		G		0.011		Intergenic		.		B		.		.		.		.		.		.

		AD_1441		AD		chr1		11109691		T		A		0.024		Non-synonymous		.		P		47		.		.		.		.		.

		AD_1441		AD		chr2		61915645		A		G		0.038		Intronic		.		B		0.929		.		.		.		.		.

		AD_1441		AD		chr3		98088008		T		C		0.011		Non-synonymous		.		P		23		0.002		0.00103775		0.996		1		0.553

		AD_1441		AD		chr3		198038809		C		G		0.00656		UTR		.		B		0.31		.		.		.		.		.

		AD_1441		AD		chr4		42086083		A		G		0.015		Non-synonymous		.		P		23.1		0.0729		0.009049954		0.416		0.941		0.339

		AD_1441		AD		chr7		122116742		C		A		0.014		Non-synonymous		.		P		26.1		0.6578		0.093910465		0.991		0.993		0.7

		AD_1441		AD		chr7		147395613		T		G		0.025		Non-synonymous		.		P		20.9		0.2105		0.03193545		0.002		0.978		0.597

		AD_1441		AD		chr14		104157816		C		G		0.018		Non-synonymous		.		B		5.991		0.2083		0.109446706		0.244		0.87		0.323

		AD_1441		AD		chr21		44306732		C		G		0.021		Non-synonymous		.		P		24.6		0.4585		0.163123272		0.911		0.991		0.546

		AD_1441		AD		chr22		46245064		C		T		0.015		UTR		.		B		2.553		.		.		.		.		.

		AD_1441		AD		chrX		10063516		A		T		0.013		UTR		.		B		21.8		.		.		.		.		.

		AD_316		AD		chr1		39626602		G		C		0.02		Non-synonymous		.		B		1.987		0.0847		0.004124924		0		0		0.242

		AD_316		AD		chr1		169961122		C		T		0.03		Synonymous		.		B		20.2		.		.		.		.		.

		AD_316		AD		chr2		227628485		G		T		0.025		Synonymous		.		B		0.161		.		.		.		.		.

		AD_316		AD		chr3		77098180		C		T		0.027		Synonymous		.		B		9.491		.		.		.		.		.

		AD_316		AD		chr3		131024447		T		C		0.025		Non-synonymous		.		B		12.38		0.0376		0.002360438		0.003		0.282		0.213

		AD_316		AD		chr5		159210094		C		A		0.016		Intronic		.		B		2.753		.		.		.		.		.

		AD_316		AD		chr10		124974220		A		G		0.015		Non-synonymous		0.00000406		P		20.9		0.0137		0.004184037		0		0		0.285

		AD_316		AD		chr11		124988042		C		T		0.018		Non-synonymous		0.0000203		P		22.8		0.1191		0.010250803		1		0.99		.

		AD_316		AD		chr19		9114920		G		A		0.012		Non-synonymous		.		B		0.796		0.0687		0.003821145		0.156		0.725		0.57

		AD_316		AD		chr19		50059873		G		T		0.037		Intronic		.		B		2.143		.		.		.		.		.

		AD_316		AD		chrM		408		T		A		0.013		Intergenic		.		B		.		.		.		.		.		.

		AD_309		AD		chr1		10964208		C		T		0.00992		Non-synonymous		.		P		21		0.0305		0.005380326		.		0.738		0.253

		AD_309		AD		chr1		176176024		A		G		0.093		Intronic		.		B		13.56		.		.		.		.		.

		AD_309		AD		chr5		52922883		A		C		0.047		Non-synonymous		.		P		21.2		0.0591		0.008470863		0.007		0.482		0.69

		AD_309		AD		chr5		134197813		C		T		0.00909		Non-synonymous		.		P		22.4		0.0469		0.086530223		0.008		0.998		0.329

		AD_309		AD		chr7		155084202		C		T		0.00998		Synonymous		.		B		0.138		.		.		.		.		.

		AD_309		AD		chr15		25184289		G		A		0.031		Intronic		.		B		4.115		.		.		.		.		.

		AD_309		AD		chr19		45298234		C		A		0.015		Intronic		.		B		8.26		.		.		.		.		.

		AD_309		AD		chr20		35279241		T		G		0.00729		Intronic		.		B		14.29		.		.		.		.		.

		AD_309		AD		chr21		45910960		C		T		0.024		Non-synonymous		0.00000409		P		23.7		0.0797		0.008203365		0.988		0.896		0.283

		AD_310		AD		chr1		183240203		G		A		0.00707		Splicing		.		B		16.64		.		.		.		.		.

		AD_310		AD		chr1		224160896		A		G		0.025		UTR		.		B		16.48		.		.		.		.		.

		AD_310		AD		chr7		44079836		G		A		0.02		Intronic		.		B		1.74		.		.		.		.		.

		AD_310		AD		chr9		94759830		C		T		0.02		Non-synonymous		.		P		26.7		0.0528		0.013694815		1		0.995		0.356

		AD_310		AD		chr20		35437925		T		C		0.015		Non-synonymous		.		P		24.5		0.3014		0.054540601		0.421		0.997		0.2

		AD_311		AD		chr4		125451125		C		T		0.018		Non-synonymous		0.00000407		P		23.2		0.0183		0.034808191		1		0.934		0.464

		AD_311		AD		chr4		175634229		A		G		0.028		UTR		.		B		14.02		.		.		.		.		.

		AD_311		AD		chr9		96726658		G		T		0.036		Intronic		.		B		8.862		.		.		.		.		.

		AD_311		AD		chr11		62687874		G		A		0.047		Non-synonymous		.		B		16.45		0.0707		0.017312731		0.164		0.667		0.337

		AD_311		AD		chr11		124611719		G		A		0.017		Non-synonymous		0.0005		B		32		0.1667		0.035534309		1		0.997		.

		AD_311		AD		chr12		57772959		C		A		0.015		Intronic		.		B		10.47		.		.		.		.		.

		AD_311		AD		chr17		4592431		G		A		0.011		Non-synonymous		.		P		27.2		0.7764		0.384786791		1		1		0.316

		AD_1444		AD		chr1		15495346		G		A		0.013		Synonymous		.		B		1.799		.		.		.		.		.

		AD_1444		AD		chr1		227920676		G		A		0.018		UTR		.		B		0.238		.		.		.		.		.

		AD_1444		AD		chr4		74933278		G		A		0.018		UTR		.		B		12.38		.		.		.		.		.

		AD_1444		AD		chr14		34539379		C		T		0.00842		Non-synonymous		.		B		7.999		.		.		.		.		.

		AD_1444		AD		chr16		77359417		G		A		0.015		Non-synonymous		.		P		31		0.9581		0.441587859		1		1		0.926

		AD_1444		AD		chr17		8073230		A		G		0.01		Non-synonymous		.		P		24.3		0.4971		0.169262203		0.464		0.997		0.855

		AD_1444		AD		chr19		9849162		C		T		0.018		Non-synonymous		.		P		26.7		0.575		0.246561472		1		1		0.869

		AD_1444		AD		chrM		16172		T		C		0.043		Intergenic		.		B		.		.		.		.		.		.

		AD_317		AD		chr1		152761074		C		T		0.015		Non-synonymous		0.00000407		B		11.08		0.0079		0.00156236		0.007		.		0.189

		AD_317		AD		chr1		197477668		C		A		0.00681		Non-synonymous		.		P		20.9		0.5403		0.210400634		0.933		0.696		0.452

		AD_317		AD		chr3		48679512		C		T		0.021		Intronic		.		B		0.068		.		.		.		.		.

		AD_317		AD		chr7		7878330		C		T		0.00949		UTR		.		B		4.256		.		.		.		.		.

		AD_317		AD		chr7		102472633		C		A		0.055		Intronic		.		B		0.669		.		.		.		.		.

		AD_317		AD		chr10		60870475		C		A		0.015		UTR		.		B		15.35		.		.		.		.		.

		AD_317		AD		chr10		113663352		G		A		0.00911		Non-synonymous		0.0000122		P		22.6		0.3684		0.108599295		0.091		0.746		.

		AD_317		AD		chr11		6046625		T		C		0.044		Intronic		.		B		13.67		.		.		.		.		.

		AD_317		AD		chr11		96373409		G		A		0.048		Synonymous		.		B		7.395		.		.		.		.		.

		AD_317		AD		chr19		41094319		C		T		0.017		Non-synonymous		0.0000203		P		29		0.6278		0.091268422		1		1		0.878

		AD_317		AD		chr22		50437758		G		A		0.03		Intronic		.		B		0.223		.		.		.		.		.

		AD_317		AD		chrM		1378		C		T		0.00519		Intronic		.		B		.		.		.		.		.		.

		AD_303		AD		chr1		23442540		C		T		0.039		Non-synonymous		.		B		9.992		0.011		0.00478985		0.02		0.941		0.436

		AD_303		AD		chr1		51356428		C		A		0.035		UTR		.		B		4.846		.		.		.		.		.

		AD_303		AD		chr1		112524430		C		A		0.019		UTR		.		B		18.68		.		.		.		.		.

		AD_303		AD		chr1		158254630		C		A		0.00719		UTR		.		B		3.191		.		.		.		.		.

		AD_303		AD		chr1		170146161		C		G		0.012		Non-synonymous		0.00000658		B		15.41		0.0181		0.019752542		0.854		1		0.341

		AD_303		AD		chr1		202808462		C		A		0.01		UTR		.		B		12.1		.		.		.		.		.

		AD_303		AD		chr1		205020143		G		A		0.016		UTR		.		B		0.619		.		.		.		.		.

		AD_303		AD		chr2		60792194		C		A		0.02		Non-synonymous		.		P		21.4		0.1088		0.011725684		0.731		0.985		0.155

		AD_303		AD		chr2		86605422		C		A		0.018		Splicing		.		B		8.765		.		.		.		.		.

		AD_303		AD		chr2		127864449		C		A		0.022		UTR		.		B		4.389		.		.		.		.		.

		AD_303		AD		chr2		189462533		C		A		0.016		Synonymous		.		B		0.149		.		.		.		.		.

		AD_303		AD		chr3		48751105		C		A		0.028		UTR		.		B		9.366		.		.		.		.		.

		AD_303		AD		chr3		53776819		C		A		0.012		Intronic		.		B		0.385		.		.		.		.		.

		AD_303		AD		chr3		57098070		C		A		0.01		Non-synonymous		.		P		20.9		0.0825		0.017453136		0.983		0.935		0.59

		AD_303		AD		chr3		131533800		C		A		0.019		UTR		.		B		0.401		.		.		.		.		.

		AD_303		AD		chr4		658962		C		A		0.012		Non-synonymous		.		B		2.967		0.0367		0.015145728		0		0		0.429

		AD_303		AD		chr4		70334922		C		A		0.019		Intergenic		.		B		15.92		.		.		.		.		.

		AD_303		AD		chr4		79407075		C		A		0.028		Non-synonymous		.		P		24.6		0.8906		0.109960354		0.991		0.999		0.854

		AD_303		AD		chr4		153337116		C		A		0.042		UTR		.		B		0.882		.		.		.		.		.

		AD_303		AD		chr6		11249147		C		A		0.016		Non-synonymous		.		B		0.531		0.04		.		.		.		.

		AD_303		AD		chr6		39901345		T		C		0.022		Non-synonymous		.		P		21.6		0.0181		0.026888798		0.05		0.889		0.501

		AD_303		AD		chr6		53269008		C		A		0.027		UTR		.		B		14.38		.		.		.		.		.

		AD_303		AD		chr6		160408888		C		A		0.011		Non-synonymous		.		P		24.5		0.418		0.034360296		0.971		0.996		0.784

		AD_303		AD		chr7		1483994		C		A		0.039		Intronic		.		B		1.905		.		.		.		.		.

		AD_303		AD		chr8		25484077		A		G		0.011		Non-synonymous		.		P		24.3		0.278		0.017646054		1		0.942		0.104

		AD_303		AD		chr8		123073341		C		A		0.01		UTR		.		B		8.12		.		.		.		.		.

		AD_303		AD		chr8		143918576		G		A		0.025		Non-synonymous		0.0000126		P		31		0.5673		0.250870363		1		0.995		.

		AD_303		AD		chr9		97930664		C		A		0.00923		Non-synonymous		.		B		16.47		0.0777		0.005804018		0.032		0.937		0.432

		AD_303		AD		chr9		124481956		A		T		0.023		UTR		.		B		5.975		.		.		.		.		.

		AD_303		AD		chr10		46012985		C		A		0.042		Non-synonymous		.		P		26		.		.		.		.		.

		AD_303		AD		chr10		80352636		C		A		0.019		UTR		.		B		1.031		.		.		.		.		.

		AD_303		AD		chr10		92479397		C		A		0.016		Non-synonymous		.		P		22.9		0.0812		0.011522874		0.414		0.937		0.684

		AD_303		AD		chr11		74625697		C		A		0.056		Intronic		.		B		0.704		.		.		.		.		.

		AD_303		AD		chr11		78196312		C		A		0.011		Synonymous		.		B		13		.		.		.		.		.

		AD_303		AD		chr11		119344733		C		A		0.014		Non-synonymous		.		B		7.927		0.628		0.114643169		0.004		0.291		0.63

		AD_303		AD		chr12		7433598		T		C		0.00866		Non-synonymous		.		P		21.6		0.0734		0.003993372		0.747		0.962		0.707

		AD_303		AD		chr12		51889168		C		A		0.015		Non-synonymous		.		P		23.3		0.114		0.072199883		0.78		0.946		0.496

		AD_303		AD		chr12		53505874		C		A		0.013		Intronic		.		B		0.013		.		.		.		.		.

		AD_303		AD		chr12		100987638		C		A		0.021		Non-synonymous		.		P		38		.		.		.		.		.

		AD_303		AD		chr12		122702808		G		C		0.016		Non-synonymous		0.00000406		P		23.9		0.1601		0.037603121		0.437		0.931		0.919

		AD_303		AD		chr13		45396129		C		A		0.026		Intronic		.		B		4.556		.		.		.		.		.

		AD_303		AD		chr14		67332977		C		A		0.00862		UTR		.		B		1.882		.		.		.		.		.

		AD_303		AD		chr14		75106626		C		A		0.018		Synonymous		.		B		8.634		.		.		.		.		.

		AD_303		AD		chr14		95443349		C		T		0.052		Intronic		.		B		1.654		.		.		.		.		.

		AD_303		AD		chr15		45266272		C		A		0.023		Intronic		.		B		9.907		.		.		.		.		.

		AD_303		AD		chr15		51407743		C		A		0.02		UTR		.		B		4.39		.		.		.		.		.

		AD_303		AD		chr15		67187095		G		A		0.016		Non-synonymous		.		B		1.567		.		.		.		.		.

		AD_303		AD		chr17		40479792		C		A		0.014		Non-synonymous		.		B		17.06		0.038		0.0203039		0.347		0.914		0.46

		AD_303		AD		chr17		44667692		C		A		0.029		Non-synonymous		.		P		22.5		0.0681		0.012589191		0.741		0.995		0.336

		AD_303		AD		chr17		63073918		T		G		0.037		Intronic		.		B		15.57		.		.		.		.		.

		AD_303		AD		chr17		63931251		C		T		0.014		Intronic		.		B		1.013		.		.		.		.		.

		AD_303		AD		chr18		6985286		C		A		0.025		Non-synonymous		.		P		21.9		0.1028		0.019093995		0.866		0.996		0.473

		AD_303		AD		chr18		74631679		C		A		0.012		Non-synonymous		.		P		26.7		.		.		.		.		.

		AD_303		AD		chr19		1484007		C		A		0.031		Intronic		.		B		0.811		.		.		.		.		.

		AD_303		AD		chr19		13299217		C		A		0.018		Non-synonymous		.		B		0.661		0.5456		0.042021213		0		0.417		0.128

		AD_303		AD		chr19		33147622		C		A		0.014		Intronic		.		B		1.048		.		.		.		.		.

		AD_303		AD		chr19		37885174		C		A		0.018		Non-synonymous		.		B		16.93		0.0204		0.010177633		0.062		0.836		0.241

		AD_303		AD		chr19		39298539		C		A		0.00916		UTR		.		B		1.276		.		.		.		.		.

		AD_303		AD		chr20		31372999		G		A		0.00922		Synonymous		.		B		0.64		.		.		.		.		.

		AD_303		AD		chr20		58446877		C		A		0.023		UTR		.		B		3.458		.		.		.		.		.

		AD_303		AD		chr22		39134606		C		A		0.02		Non-synonymous		.		P		22.3		0.0965		0.005542314		0.718		0.481		0.096

		AD_312		AD		chr1		1703813		G		A		0.016		Intronic		.		B		0.566		.		.		.		.		.

		AD_312		AD		chr8		8890372		G		A		0.012		Non-synonymous		.		P		25.3		0.1357		0.01057263		0.991		0.929		0.394

		AD_312		AD		chr10		119172405		T		C		0.013		Synonymous		.		B		11.63		.		.		.		.		.

		AD_312		AD		chr10		132912755		G		A		0.014		Non-synonymous		.		P		25.9		0.5243		0.09427388		0.999		0.995		0.614

		AD_312		AD		chr16		22322782		C		T		0.029		Intronic		.		B		1.273		.		.		.		.		.

		AD_312		AD		chr16		69118090		C		T		0.023		UTR		.		B		12.29		.		.		.		.		.

		AD_312		AD		chr16		89931902		C		T		0.031		UTR		.		B		0.687		.		.		.		.		.

		AD_312		AD		chr19		20312895		G		A		0.038		Intronic		.		B		0.087		.		.		.		.		.

		AD_318		AD		chr2		96840502		C		T		0.033		Non-synonymous		0.0000367		P		22.8		0.6175		0.146057587		1		0.979		.

		AD_318		AD		chr7		896354		C		T		0.014		UTR		.		B		0.098		.		.		.		.		.

		AD_318		AD		chr7		140334798		G		A		0.00776		UTR		.		B		0.133		.		.		.		.		.

		AD_318		AD		chr19		8936519		G		A		0.0063		Non-synonymous		0.0000447		B		15.43		0.0048		0.003779343		0.894		0.998		.

		AD_318		AD		chr22		36189811		G		A		0.00625		UTR		.		B		0.005		.		.		.		.		.

		AD_305		AD		chr1		147759136		G		C		0.00942		Non-synonymous		.		P		25.6		0.9653		0.215159549		1		0.833		0.757

		AD_305		AD		chr1		167427095		C		T		0.029		UTR		.		B		15.41		.		.		.		.		.

		AD_305		AD		chr2		137981251		C		T		0.042		Non-synonymous		0.0000284		B		0.065		0.0679		0.002104541		0		0.916		.

		AD_305		AD		chr6		43059510		C		T		0.051		UTR		.		B		9.635		.		.		.		.		.

		AD_305		AD		chr9		136831826		G		A		0.02		Synonymous		.		B		9.431		.		.		.		.		.

		AD_305		AD		chr11		18306274		A		G		0.033		Non-synonymous		.		B		17.85		0.1363		0.012640974		0.001		0.702		0.346

		AD_305		AD		chr11		117204319		G		A		0.018		Non-synonymous		.		P		34		0.9457		0.454697909		1		0.999		0.921

		AD_305		AD		chr15		101326468		G		C		0.012		Non-synonymous		.		P		23.8		0.1942		0.024472298		1		0.796		0.412

		AD_305		AD		chr21		34521467		C		T		0.021		Synonymous		.		B		0.424		.		.		.		.		.

		AD_305		AD		chr22		24184338		C		A		0.035		Intronic		.		B		0.002		.		.		.		.		.

		AD_313		AD		chr1		197429413		A		T		0.018		Intronic		.		B		1.576		.		.		.		.		.

		AD_313		AD		chr1		200911615		T		C		0.027		Synonymous		.		B		6.469		.		.		.		.		.

		AD_313		AD		chr10		5748943		C		T		0.025		Non-synonymous		.		B		13.77		0.0125		0.003129107		0.001		0.913		0.271

		AD_313		AD		chr11		44263777		C		T		0.015		UTR		.		B		0.073		.		.		.		.		.

		AD_313		AD		chr16		24570129		A		G		0.042		Non-synonymous		.		P		23.8		0.0405		0.016568456		0.879		0.999		0.192

		AD_313		AD		chr21		36749186		T		G		0.038		UTR		.		B		16.31		.		.		.		.		.

		AD_319		AD		chr6		132734487		G		A		0.012		Non-synonymous		0.0000697		P		24.3		0.8044		0.087523231		1		0.943		.

		AD_319		AD		chr11		61812638		G		A		0.022		Non-synonymous		.		P		23.8		0.2683		0.0325072		0.996		0.957		.

		AD_319		AD		chr12		26483747		T		A		0.015		Non-synonymous		.		P		28.8		0.0825		0.015249699		0.001		0.999		0.535

		AD_319		AD		chr16		22178160		G		A		0.015		Non-synonymous		0.0000465		P		31		0.8684		.		.		.		.

		AD_319		AD		chrM		15914		A		G		0.023		Intronic		.		B		.		.		.		.		.		.

		AD_304		AD		chr2		165323342		C		T		0.00957		Non-synonymous		0.0000203		P		28		0.9063		0.449181585		1		1		0.44

		AD_304		AD		chr3		66384213		G		A		0.00641		Non-synonymous		0.0000692		P		27.2		0.442		0.214882367		1		1		.

		AD_304		AD		chr4		10444589		G		A		0.01		Synonymous		.		B		0.071		.		.		.		.		.

		AD_304		AD		chr4		25847750		C		T		0.02		Non-synonymous		0.000102		B		22.3		0.0674		0.010862961		0.999		1		0.24

		AD_304		AD		chr11		118628042		C		T		0.011		Non-synonymous		0.0000122		P		23.9		0.1629		0.016929513		0.998		0.98		0.186

		AD_304		AD		chr12		40443427		A		G		0.014		Intronic		.		B		16.26		.		.		.		.		.

		AD_304		AD		chr12		121038980		C		T		0.011		UTR		.		B		2.232		.		.		.		.		.

		AD_304		AD		chr13		38689181		C		T		0.00883		Non-synonymous		0.0000853		P		26.8		0.1396		0.062277136		1		0.986		.

		AD_304		AD		chr15		39584147		G		A		0.01		Non-synonymous		0.0000934		P		23.6		0.3395		0.018948236		0.154		0.521		.

		AD_304		AD		chr15		42690242		C		T		0.00693		Synonymous		.		B		0.692		.		.		.		.		.

		AD_304		AD		chr15		88859154		C		T		0.00963		Non-synonymous		0.0000163		B		4.028		0.0037		0.00543601		0.609		0.894		0.177

		AD_304		AD		chr16		31500668		C		T		0.00703		Intronic		.		B		0.424		.		.		.		.		.

		AD_304		AD		chr20		44938850		G		A		0.00998		Intronic		.		B		3.228		.		.		.		.		.

		AD_304		AD		chr22		36199477		G		A		0.00657		Intronic		.		B		1.559		.		.		.		.		.

		AD_304		AD		chrM		408		T		A		0.00772		Intergenic		.		B		.		.		.		.		.		.

		AD_304		AD		chrM		16098		A		G		0.00528		Intergenic		.		B		.		.		.		.		.		.

		AD_1445		AD		chr1		25329037		C		T		0.011		Synonymous		.		B		0.355		.		.		.		.		.

		AD_1445		AD		chr1		113726563		C		T		0.019		Non-synonymous		.		B		18.87		0.1894		0.003542397		0.93		0.848		0.353

		AD_1445		AD		chr1		222653242		C		A		0.015		Non-synonymous		.		P		38		.		.		.		.		.

		AD_1445		AD		chr4		153338196		C		A		0.014		UTR		.		B		10.73		.		.		.		.		.

		AD_1445		AD		chr4		183261384		C		A		0.011		Non-synonymous		.		P		22.1		0.1035		0.009903495		0.996		0.551		0.264

		AD_1445		AD		chr5		81092822		C		A		0.017		Non-synonymous		.		P		22.4		0.3869		0.027369019		0.956		0.914		0.443

		AD_1445		AD		chr6		149379450		C		A		0.00636		Non-synonymous		.		P		22.4		0.0218		0.011751456		0.983		0.898		0.551

		AD_1445		AD		chr8		8381548		C		A		0.016		Non-synonymous		.		B		18.41		0.0953		0.002733302		0.097		.		0.077

		AD_1445		AD		chr8		121629128		C		A		0.011		Non-synonymous		.		P		21.9		0.1111		0.009712889		0.041		0.527		0.486

		AD_1445		AD		chr9		137480891		C		A		0.054		Intronic		.		B		0.127		.		.		.		.		.

		AD_1445		AD		chr10		53806752		C		A		0.011		Non-synonymous		.		B		10.68		0.1181		0.005708839		0.001		.		0.221

		AD_1445		AD		chr11		47410379		C		A		0.012		Synonymous		.		B		14.07		.		.		.		.		.

		AD_1445		AD		chr12		53269482		T		A		0.017		Non-synonymous		.		P		21.2		0.0309		0.002514133		0.495		0.933		0.311

		AD_1445		AD		chr12		80323858		A		G		0.018		Intronic		.		B		7.383		.		.		.		.		.

		AD_1445		AD		chr14		23099884		C		A		0.016		UTR		.		B		5.511		.		.		.		.		.

		AD_1445		AD		chr16		535314		C		A		0.019		Intronic		.		B		0.576		.		.		.		.		.

		AD_1445		AD		chr16		13926642		A		G		0.00659		Non-synonymous		.		P		28.3		0.5216		0.0588052		1		0.993		0.408

		AD_1445		AD		chr19		2097989		C		T		0.014		Intronic		.		B		1.047		.		.		.		.		.

		AD_1445		AD		chr20		36815258		C		A		0.00911		Synonymous		.		B		0.591		.		.		.		.		.

		AD_1445		AD		chr20		41166837		C		A		0.016		Non-synonymous		.		P		22.3		0.174		0.010564932		0.447		0.98		0.377

		AD_1445		AD		chr22		50454885		C		A		0.017		Non-synonymous		.		P		48		.		.		.		.		.

		AD_314		AD		chr1		119801659		G		C		0.013		UTR		.		B		2.66		.		.		.		.		.

		AD_314		AD		chr2		166197698		C		A		0.017		UTR		.		B		11.65		.		.		.		.		.

		AD_314		AD		chr5		154924510		A		T		0.012		Synonymous		.		B		15.65		.		.		.		.		.

		AD_314		AD		chr5		179800050		C		T		0.015		Non-synonymous		.		P		23.4		0.2912		0.053804497		1		0.665		0.8

		AD_314		AD		chr6		132757843		G		A		0.0082		Non-synonymous		.		B		10.11		0.2552		0.046600044		0.565		0.389		0.452

		AD_314		AD		chr8		53229889		C		A		0.053		Intronic		.		B		0.292		.		.		.		.		.

		AD_314		AD		chr11		57018166		A		G		0.012		Intronic		.		B		1.008		.		.		.		.		.

		AD_314		AD		chr11		63291629		C		T		0.014		Synonymous		.		B		0.594		.		.		.		.		.

		AD_314		AD		chr16		23574040		G		A		0.022		UTR		.		B		0.522		.		.		.		.		.

		AD_314		AD		chr20		36206338		C		T		0.017		Non-synonymous		.		B		8.287		.		.		.		.		.

		AD_314		AD		chr22		38822347		A		G		0.017		UTR		.		B		8.587		.		.		.		.		.

		AD_315		AD		chr2		241493343		C		T		0.015		Synonymous		.		B		6.952		.		.		.		.		.

		AD_315		AD		chr3		124744154		G		A		0.00924		UTR		.		B		0.543		.		.		.		.		.

		AD_315		AD		chr3		141278478		C		A		0.015		Non-synonymous		.		B		11.68		0.2308		0.0449649		0.389		0.843		0.365

		AD_315		AD		chr7		150331739		G		A		0.013		UTR		.		B		3.329		.		.		.		.		.

		AD_315		AD		chr10		96227668		A		G		0.023		Intronic		.		B		5.058		.		.		.		.		.

		AD_315		AD		chr11		60891045		A		C		0.088		UTR		.		B		15.33		.		.		.		.		.

		AD_315		AD		chr11		121589239		G		A		0.031		Intronic		.		B		0.444		.		.		.		.		.

		AD_315		AD		chr12		70541084		C		A		0.05		Intronic		.		B		0.053		.		.		.		.		.

		AD_315		AD		chr12		109939145		C		T		0.053		Intronic		.		B		0.07		.		.		.		.		.

		AD_315		AD		chr15		64931621		G		A		0.012		Synonymous		.		B		4.55		.		.		.		.		.

		AD_315		AD		chr20		2658634		C		G		0.00708		Splicing		.		B		14.13		.		.		.		.		.

		AD_315		AD		chr20		42472559		G		A		0.049		Non-synonymous		0.00007		P		25.9		0.4757		0.059693043		1		0.998		.

		AD_315		AD		chrM		13135		G		A		0.013		Non-synonymous		.		B		.		.		.		.		.		.

		AD_307		AD		chr2		209680844		T		C		0.015		Intronic		.		B		8.986		.		.		.		.		.

		AD_307		AD		chr2		215376668		C		T		0.027		Non-synonymous		0.00000406		P		31		0.3955		0.022759034		0.998		0.647		0.481

		AD_307		AD		chr3		8746630		G		A		0.025		UTR		.		B		1.032		.		.		.		.		.

		AD_307		AD		chr3		179234297		A		G		0.0062		Non-synonymous		0.00000408		P		23		0.243		0.037378185		0.639		0.981		0.632

		AD_307		AD		chr4		113979204		G		A		0.01		UTR		.		B		9.149		.		.		.		.		.

		AD_307		AD		chr4		147822772		T		G		0.014		Non-synonymous		.		P		27.8		0.2815		0.072413754		1		1		0.645

		AD_307		AD		chr19		9857233		C		A		0.055		Intronic		.		B		6.526		.		.		.		.		.

		AD_307		AD		chr20		20039614		G		A		0.00859		Non-synonymous		.		P		29.2		0.3554		0.060652323		1		0.942		0.681

		AD_307		AD		chr22		45396379		C		T		0.00654		Synonymous		.		B		8.626		.		.		.		.		.

		AD_320		AD		chr1		47439684		G		A		0.027		UTR		.		B		9.628		.		.		.		.		.

		AD_320		AD		chr2		132417299		G		A		0.00611		Non-synonymous		.		P		25.7		0.5955		0.095132533		1		0.995		0.669

		AD_320		AD		chr12		120579652		C		A		0.02		Intronic		.		B		3.542		.		.		.		.		.

		AD_320		AD		chr22		37480707		C		A		0.024		Intronic		.		B		2.502		.		.		.		.		.

		AD_1446		AD		chr12		2115478		C		T		0.019		Non-synonymous		.		P		39		.		.		.		.		.

		AD_1446		AD		chr14		44928862		C		A		0.038		UTR		.		B		13.01		.		.		.		.		.

		AD_1446		AD		chr15		45023165		G		C		0.056		UTR		.		B		10.1		.		.		.		.		.

		AD_1446		AD		chr15		100152515		G		T		0.07		Intronic		.		B		0.11		.		.		.		.		.

		AD_321		AD		chr5		6602447		G		A		0.015		Intronic		.		B		0.003		.		.		.		.		.

		AD_321		AD		chr5		14698386		C		T		0.00919		UTR		.		B		0.042		.		.		.		.		.

		AD_321		AD		chr10		110898402		C		A		0.013		UTR		.		B		19.8		.		.		.		.		.

		AD_321		AD		chr11		61866807		G		A		0.0064		UTR		.		B		0.63		.		.		.		.		.

		AD_321		AD		chr12		105166988		C		T		0.00839		UTR		.		B		10.66		.		.		.		.		.

		AD_321		AD		chr15		99731360		T		C		0.015		Non-synonymous		.		B		16.49		0.0269		0.001458378		0		0.921		0.366

		AD_321		AD		chrM		16098		A		G		0.00635		Intergenic		.		B		.		.		.		.		.		.

		AD_1447		AD		chr2		24022913		C		T		0.00805		Intronic		.		B		2.057		.		.		.		.		.

		AD_1447		AD		chr2		151416751		G		A		0.026		Intronic		.		B		0.083		.		.		.		.		.

		AD_1447		AD		chr2		166284590		G		A		0.00874		Non-synonymous		.		P		20.2		0.7706		0.039768933		0.001		0.807		.

		AD_1447		AD		chr7		1472240		G		A		0.036		Splicing		.		B		0.119		.		.		.		.		.

		AD_1447		AD		chr14		77330276		C		T		0.017		UTR		.		B		1.392		.		.		.		.		.

		AD_1447		AD		chr17		32934424		C		T		0.024		Intronic		.		B		0.636		.		.		.		.		.

		AD_1436		AD		chr1		1287161		C		T		0.02		Non-synonymous		0.0000903		B		0.212		0.1123		0.040782314		0.513		0.712		.

		AD_1436		AD		chr1		52656933		C		T		0.017		Non-synonymous		0.000378		B		12.3		0.0425		0.003021506		0.001		0.86		.

		AD_1436		AD		chr1		54402014		G		A		0.0067		Intronic		.		B		0.12		.		.		.		.		.

		AD_1436		AD		chr1		180274210		C		T		0.015		Synonymous		.		B		19.98		.		.		.		.		.

		AD_1436		AD		chr2		11824787		C		T		0.014		Non-synonymous		0.0000203		P		20.6		0.3793		0.069168306		0.991		0.994		.

		AD_1436		AD		chr2		29070991		G		A		0.013		Non-synonymous		.		B		14.36		0.0495		0.019490202		0.759		0.975		0.293

		AD_1436		AD		chr4		87494064		C		T		0.012		Non-synonymous		0.00000407		P		21.1		0.067		0.012713505		0.908		0.995		.

		AD_1436		AD		chr5		128966349		C		T		0.011		Non-synonymous		0.00000813		P		22.6		0.155		0.043709318		0.178		0.944		.

		AD_1436		AD		chr9		37493650		A		G		0.014		Non-synonymous		.		P		21.8		0.0396		0.007750568		0.82		0.666		0.494

		AD_1436		AD		chr10		1048302		A		G		0.00738		Non-synonymous		.		B		9.909		0.0438		.		.		0.957		0.44

		AD_1436		AD		chr10		98416667		G		A		0.024		UTR		.		B		0.112		.		.		.		.		.

		AD_1436		AD		chr15		26877675		C		T		0.00935		Intronic		.		B		0.099		.		.		.		.		.

		AD_1436		AD		chr18		69896055		A		G		0.022		Intronic		.		B		16.34		.		.		.		.		.

		AD_1448		AD		chr3		50297204		C		T		0.016		Non-synonymous		0.0000327		P		21.3		0.1426		0.00912645		1		0.89		0.315

		AD_1448		AD		chr7		16566365		C		T		0.017		Synonymous		.		B		8.193		.		.		.		.		.

		AD_1448		AD		chr9		35560098		T		C		0.019		Non-synonymous		.		P		24.3		0.0809		0.030684975		1		0.929		0.555

		AD_1448		AD		chr11		10451097		C		T		0.026		Intronic		.		B		11.1		.		.		.		.		.

		AD_1448		AD		chr12		6464001		A		G		0.014		UTR		.		B		3.356		.		.		.		.		.

		AD_1448		AD		chr12		112172708		G		A		0.024		Synonymous		.		B		2.497		.		.		.		.		.

		AD_1448		AD		chr15		40621400		C		G		0.00851		Non-synonymous		.		B		16.01		0.0181		0.018590994		0.933		0.997		0.347

		AD_1448		AD		chrX		55758353		A		G		0.013		UTR		.		B		10.03		.		.		.		.		.

		AD_1437		AD		chr2		65082740		C		T		0.021		Intronic		.		B		1.042		.		.		.		.		.

		AD_1437		AD		chr5		1278833		C		T		0.0081		Intronic		.		B		0.556		.		.		.		.		.

		AD_1437		AD		chr7		39706897		G		A		0.039		UTR		.		B		4.29		.		.		.		.		.

		AD_1437		AD		chr11		27700984		C		T		0.015		UTR		.		B		20.4		.		.		.		.		.

		AD_1437		AD		chr11		100224719		A		C		0.017		Synonymous		.		B		14.32		.		.		.		.		.

		AD_1437		AD		chr12		50177094		C		T		0.01		Synonymous		.		B		11.4		.		.		.		.		.

		AD_1437		AD		chr13		39788556		C		T		0.029		UTR		.		B		1.091		.		.		.		.		.

		AD_1437		AD		chr14		75683632		C		T		0.019		Non-synonymous		.		P		22.8		0.008		0.005221689		0.001		0.585		0.467

		AD_1437		AD		chr17		5368363		T		C		0.038		Splicing		.		B		9.586		.		.		.		.		.

		AD_322		AD		chr2		9461289		G		A		0.00901		Intronic		.		B		0.007		.		.		.		.		.

		AD_322		AD		chr8		123182166		A		G		0.029		UTR		.		B		6.399		.		.		.		.		.

		AD_322		AD		chr17		42773498		C		T		0.014		Non-synonymous		0.0000284		P		30		0.63		0.557873585		1		1		.

		AD_322		AD		chr18		35264061		C		T		0.016		Non-synonymous		.		B		14.93		0.0047		0.005657914		0.896		0		0.447

		AD_322		AD		chr19		50826731		C		A		0.011		Non-synonymous		.		P		24.9		0.37		0.056077017		0.973		.		0.77

		AD_322		AD		chr22		40315361		G		A		0.043		Non-synonymous		.		P		47		.		.		.		.		.

		AD_322		AD		chrM		16098		A		G		0.00583		Intergenic		.		B		.		.		.		.		.		.

		AD_300		AD		chr3		128051665		C		A		0.00973		UTR		.		B		4.316		.		.		.		.		.

		AD_300		AD		chr4		140396123		G		A		0.017		Non-synonymous		.		P		20.7		0.1206		0.00991339		0.018		0.815		0.479

		AD_300		AD		chr9		129869802		C		T		0.047		Non-synonymous		.		B		14.86		0.0376		0.004485537		0		0.853		0.526

		AD_300		AD		chr10		118005631		A		C		0.03		UTR		.		B		3.684		.		.		.		.		.

		AD_300		AD		chr16		11179939		G		A		0.018		UTR		.		B		1.255		.		.		.		.		.

		AD_300		AD		chr16		30834415		C		T		0.014		UTR		.		B		0.488		.		.		.		.		.

		AD_300		AD		chr22		27797702		T		C		0.034		Non-synonymous		.		P		29.4		0.2396		0.193953126		0.999		1		0.211

		AD_308		AD		chr1		46609183		C		A		0.013		UTR		.		B		16.09		.		.		.		.		.

		AD_308		AD		chr2		1308591		G		A		0.011		Splicing		.		B		12.33		.		.		.		.		.

		AD_308		AD		chr3		13502985		G		A		0.00801		Splicing		.		B		16.67		.		.		.		.		.

		AD_308		AD		chr5		184407		G		A		0.018		UTR		.		B		1.369		.		.		.		.		.

		AD_308		AD		chr5		131671964		G		C		0.017		Non-synonymous		.		P		40		.		.		.		.		.

		AD_308		AD		chr9		79573423		G		C		0.051		Intronic		.		B		9.22		.		.		.		.		.

		AD_308		AD		chr10		48185755		C		T		0.026		Intronic		.		B		0.033		.		.		.		.		.

		AD_308		AD		chr10		103473689		C		T		0.021		Non-synonymous		.		B		0.992		0.0078		0.005159373		0		0		0.433

		AD_308		AD		chr14		23055075		G		A		0.01		Synonymous		.		B		14.52		.		.		.		.		.

		AD_308		AD		chr15		87866976		C		A		0.041		UTR		.		B		1.439		.		.		.		.		.

		AD_308		AD		chr20		24959831		C		T		0.042		UTR		.		B		0.631		.		.		.		.		.

		AD_308		AD		chrX		44248830		C		A		0.025		Synonymous		.		B		0.178		.		.		.		.		.

		AD_1449		AD		chr1		155950871		G		A		0.021		Non-synonymous		.		B		15.34		.		.		.		.		.

		AD_1449		AD		chr3		52787824		C		A		0.024		Intronic		.		B		2.23		.		.		.		.		.

		AD_1449		AD		chr6		33683343		C		T		0.169		Synonymous		.		B		0.062		.		.		.		.		.

		AD_1449		AD		chr8		124699661		C		A		0.016		Intronic		.		B		5.314		.		.		.		.		.

		AD_1449		AD		chr8		144931982		C		T		0.02		Non-synonymous		0.0000244		B		9.84		0.0316		0.000714		0.003		0.913		0.426

		AD_1449		AD		chr16		2237828		C		A		0.022		Non-synonymous		.		B		17.74		0.3007		0.087338479		0.901		0.442		0.36

		AD_1449		AD		chr16		30582867		C		T		0.014		Non-synonymous		.		B		19.75		0.1728		0.009571057		1		0.947		0.758

		AD_1449		AD		chr18		50282676		C		T		0.019		Non-synonymous		.		P		27.9		0.1515		0.085092511		1		0.994		0.3

		AD_1449		AD		chrM		16098		A		G		0.00666		Intergenic		.		B		.		.		.		.		.		.

		AD_1438		AD		chr1		6632768		C		G		0.085		UTR		.		B		0.856		.		.		.		.		.

		AD_1438		AD		chr1		19645848		G		A		0.039		UTR		.		B		13.24		.		.		.		.		.

		AD_1438		AD		chr1		57071026		G		A		0.018		Synonymous		.		B		7.233		.		.		.		.		.

		AD_1438		AD		chr1		157547380		T		C		0.094		Intronic		.		B		6.572		.		.		.		.		.

		AD_1438		AD		chr1		160796198		C		T		0.046		Non-synonymous		.		B		9.175		0.0242		0.002778554		0.056		0.676		0.202

		AD_1438		AD		chr2		94871824		G		A		0.066		Non-synonymous		.		P		21.8		0.0116		0.003423066		0.36		0.961		.

		AD_1438		AD		chr2		102732137		G		A		0.04		Non-synonymous		.		B		0.367		.		.		.		.		.

		AD_1438		AD		chr2		205440360		T		C		0.017		Intronic		.		B		8.793		.		.		.		.		.

		AD_1438		AD		chr3		47912037		T		C		0.061		Non-synonymous		0.00000771		B		11.03		0.0278		0.011179465		.		0.995		0.157

		AD_1438		AD		chr3		48379616		G		A		0.111		Intronic		.		B		1.754		.		.		.		.		.

		AD_1438		AD		chr3		52232115		G		A		0.059		Synonymous		.		B		17.97		.		.		.		.		.

		AD_1438		AD		chr3		52401283		G		C		0.059		UTR		.		B		0.308		.		.		.		.		.

		AD_1438		AD		chr3		188879069		C		A		0.069		UTR		.		B		0.798		.		.		.		.		.

		AD_1438		AD		chr4		70202824		T		A		0.03		Synonymous		.		B		2.607		.		.		.		.		.

		AD_1438		AD		chr4		75860942		C		T		0.043		Intronic		.		B		0.012		.		.		.		.		.

		AD_1438		AD		chr4		99347143		A		G		0.051		Non-synonymous		.		P		24.6		.		.		0.06		.		.

		AD_1438		AD		chr4		112587914		C		T		0.084		Non-synonymous		0.000139		B		16.38		0.2452		0.142787498		0.128		0.984		.

		AD_1438		AD		chr4		158125916		G		A		0.108		UTR		.		B		1.48		.		.		.		.		.

		AD_1438		AD		chr4		163351066		A		T		0.073		Non-synonymous		.		B		15.8		0.1949		0.040579668		0.69		0.961		0.415

		AD_1438		AD		chr5		16711223		G		A		0.018		Non-synonymous		0.0000164		P		22		0.4158		0.045969448		0.098		0.811		0.406

		AD_1438		AD		chr5		38305518		G		A		0.083		UTR		.		B		4.442		.		.		.		.		.

		AD_1438		AD		chr5		61543937		A		G		0.02		Non-synonymous		0.0000132		P		20.8		0.0589		0.004025353		0.001		0.405		0.27

		AD_1438		AD		chr5		62306565		C		G		0.064		Intronic		.		B		8.689		.		.		.		.		.

		AD_1438		AD		chr5		72444019		C		A		0.027		Non-synonymous		.		B		12.43		0.0147		0.015011693		0.012		0.877		0.435

		AD_1438		AD		chr5		149853545		T		A		0.061		UTR		.		B		3.288		.		.		.		.		.

		AD_1438		AD		chr5		180898970		G		A		0.115		Intergenic		.		B		0.148		.		.		.		.		.

		AD_1438		AD		chr6		2960391		G		A		0.019		UTR		.		B		1.027		.		.		.		.		.

		AD_1438		AD		chr6		7181789		G		A		0.072		Intronic		.		B		0.012		.		.		.		.		.

		AD_1438		AD		chr6		43451920		C		A		0.023		Intronic		.		B		0.023		.		.		.		.		.

		AD_1438		AD		chr6		85291430		C		T		0.04		Intergenic		.		B		7.467		.		.		.		.		.

		AD_1438		AD		chr6		154107628		C		A		0.034		UTR		.		B		7.225		.		.		.		.		.

		AD_1438		AD		chr6		166770853		C		T		0.035		Intronic		.		B		0.021		.		.		.		.		.

		AD_1438		AD		chr7		8156780		T		C		0.038		UTR		.		B		11.81		.		.		.		.		.

		AD_1438		AD		chr7		91266303		G		A		0.00694		Non-synonymous		.		P		34		0.9187		0.609694993		1		1		0.979

		AD_1438		AD		chr7		138123740		T		G		0.032		Intronic		.		B		11.1		.		.		.		.		.

		AD_1438		AD		chr8		21702915		A		C		0.061		Non-synonymous		.		B		17.05		0.0352		0.010715191		0.89		0		0.136

		AD_1438		AD		chr8		25368198		G		A		0.036		Synonymous		.		B		12.16		.		.		.		.		.

		AD_1438		AD		chr8		41668362		C		T		0.028		Non-synonymous		0.0000447		B		11.23		0.0327		0.01987719		0.938		0.777		.

		AD_1438		AD		chr8		56113832		C		T		0.021		Non-synonymous		0.00000417		P		23.7		0.7913		0.351205237		0.921		0.98		0.387

		AD_1438		AD		chr8		63134871		C		T		0.104		Intergenic		.		B		13.25		.		.		.		.		.

		AD_1438		AD		chr8		68447822		A		T		0.059		UTR		.		B		3.775		.		.		.		.		.

		AD_1438		AD		chr8		141479913		C		T		0.093		Synonymous		.		B		8.913		.		.		.		.		.

		AD_1438		AD		chr9		34623585		G		A		0.041		Synonymous		.		B		14.73		.		.		.		.		.

		AD_1438		AD		chr9		35376078		G		A		0.026		Synonymous		.		B		11.24		.		.		.		.		.

		AD_1438		AD		chr9		128428901		C		G		0.022		Intronic		.		B		2.425		.		.		.		.		.

		AD_1438		AD		chr10		122329589		C		T		0.059		Intronic		.		B		0.101		.		.		.		.		.

		AD_1438		AD		chr11		94063665		C		T		0.029		Synonymous		.		B		4.261		.		.		.		.		.

		AD_1438		AD		chr12		8916139		A		C		0.124		Intronic		.		B		13.77		.		.		.		.		.

		AD_1438		AD		chr12		49040273		G		A		0.097		Synonymous		.		B		8.21		.		.		.		.		.

		AD_1438		AD		chr12		68844304		C		T		0.044		UTR		.		B		1.141		.		.		.		.		.

		AD_1438		AD		chr12		96784772		T		C		0.023		Synonymous		.		B		0.054		.		.		.		.		.

		AD_1438		AD		chr12		122054856		G		A		0.022		Non-synonymous		.		P		23.5		0.1305		0.013910368		0.493		0.99		0.137

		AD_1438		AD		chr13		42992009		G		A		0.108		Non-synonymous		.		P		22.1		0.0774		0.013377385		0.998		0.972		0.311

		AD_1438		AD		chr14		77751328		T		A		0.072		Synonymous		.		B		19.59		.		.		.		.		.

		AD_1438		AD		chr15		74957084		G		T		0.06		UTR		.		B		7.291		.		.		.		.		.

		AD_1438		AD		chr15		86264625		C		T		0.011		Non-synonymous		0.0000122		B		14.84		0.0706		0.008856402		0.994		0.995		0.32

		AD_1438		AD		chr15		98896836		A		T		0.032		Non-synonymous		.		P		22.5		0.3829		0.022756146		0		0.798		0.233

		AD_1438		AD		chr16		28482594		C		T		0.113		UTR		.		B		6.246		.		.		.		.		.

		AD_1438		AD		chr16		84237243		C		A		0.04		Synonymous		.		B		7.444		.		.		.		.		.

		AD_1438		AD		chr17		2991295		A		G		0.05		Non-synonymous		.		P		25.5		.		.		.		.		.

		AD_1438		AD		chr17		6464175		G		T		0.048		Synonymous		.		B		1.931		.		.		.		.		.

		AD_1438		AD		chr17		14769614		C		T		0.06		Intronic		.		B		1.228		.		.		.		.		.

		AD_1438		AD		chr17		40282748		G		A		0.037		UTR		.		B		14.7		.		.		.		.		.

		AD_1438		AD		chr17		53954291		A		G		0.057		Intronic		.		B		4.206		.		.		.		.		.

		AD_1438		AD		chr18		46559618		G		T		0.067		Intronic		.		B		8.975		.		.		.		.		.

		AD_1438		AD		chr19		11113498		C		T		0.023		Intronic		.		B		4.438		.		.		.		.		.

		AD_1438		AD		chr19		43418336		C		T		0.03		Non-synonymous		.		B		13.33		0.016		0.001291852		0.058		.		0.511

		AD_1438		AD		chr19		44428744		C		G		0.021		Synonymous		.		B		0.029		.		.		.		.		.

		AD_1438		AD		chr20		17494172		C		T		0.096		Non-synonymous		.		P		24.2		0.231		0.091642081		0.983		0.977		0.367

		AD_1438		AD		chr21		36930438		A		T		0.115		Splicing		.		B		6.875		.		.		.		.		.

		AD_1438		AD		chr22		20425435		C		T		0.102		Synonymous		.		B		15.52		.		.		.		.		.

		AD_1438		AD		chr22		37688748		G		A		0.08		Intronic		.		B		0.389		.		.		.		.		.

		AD_1438		AD		chr22		46257097		G		A		0.089		Non-synonymous		0.00000815		P		33		0.5374		0.079438311		1		1		.

		AD_1438		AD		chr22		50176862		G		A		0.068		Intronic		.		B		0.279		.		.		.		.		.

		AD_1438		AD		chrX		21655968		G		A		0.074		Synonymous		.		B		15.66		.		.		.		.		.

		AD_1438		AD		chrX		37542077		C		G		0.114		Intronic		.		B		2.419		.		.		.		.		.

		AD_1438		AD		chrX		40738234		T		C		0.061		Synonymous		.		B		3.006		.		.		.		.		.

		AD_1438		AD		chrX		54470486		G		A		0.061		Intronic		.		B		5.844		.		.		.		.		.

		AD_1438		AD		chrX		107576369		G		A		0.057		Non-synonymous		.		P		23.5		0.0709		0.341796564		.		0.995		0.566

		AD_1438		AD		chrX		108160677		G		T		0.134		Intronic		.		B		8.413		.		.		.		.		.

		AD_1438		AD		chrM		16209		T		C		0.011		Intergenic		.		B		.		.		.		.		.		.

		AD_1450		AD		chr3		194623491		C		T		0.054		Intronic		.		B		2.291		.		.		.		.		.

		AD_1450		AD		chr4		38697859		C		A		0.02		UTR		.		B		7.804		.		.		.		.		.

		AD_1450		AD		chr8		133455293		C		T		0.0088		UTR		.		B		0.042		.		.		.		.		.

		AD_1450		AD		chr11		64258997		G		A		0.023		Intronic		.		B		0.052		.		.		.		.		.

		AD_1450		AD		chr19		6478886		C		T		0.019		Intronic		.		B		2.434		.		.		.		.		.

		AD_1439		AD		chr5		432635		T		A		0.01		Intronic		.		B		0.063		.		.		.		.		.

		AD_1439		AD		chr10		15284076		C		T		0.014		Non-synonymous		0.0000775		P		21.8		0.0842		0.014927469		0.852		0.821		.

		AD_1439		AD		chr11		61968209		C		T		0.00973		Intronic		.		B		5.757		.		.		.		.		.

		AD_1439		AD		chr15		60357225		G		A		0.031		Non-synonymous		.		B		1.12		.		.		.		.		.

		AD_1439		AD		chr15		71746930		G		A		0.00969		Non-synonymous		0.00000814		P		23.5		0.1624		0.015175456		0.919		0.885		0.456

		AD_1439		AD		chr16		4726668		G		A		0.016		Non-synonymous		.		P		24.9		0.1113		0.043687802		0.996		0.682		0.387

		AD_1439		AD		chr17		63530394		G		A		0.00962		Non-synonymous		0.0000284		P		22.4		0.6245		0.034254192		0.43		0.914		.

		AD_1439		AD		chr18		45849345		C		T		0.023		UTR		.		B		5.591		.		.		.		.		.

		AD_1439		AD		chr19		41410984		G		A		0.023		Non-synonymous		0.00000406		P		26.5		0.9688		0.473207931		0.997		0.901		0.63

		AD_1439		AD		chr19		52392768		G		T		0.033		Intronic		.		B		1.921		.		.		.		.		.

		AD_1439		AD		chrM		3243		A		G		0.027		Intronic		.		B		.		.		.		.		.		.

		AD_1451		AD		chr2		27384974		C		T		0.013		Non-synonymous		.		P		20.3		0.068		0.012278556		0.002		0.714		0.317

		AD_1451		AD		chr2		191146770		A		G		0.057		Intronic		.		B		7.919		.		.		.		.		.

		AD_1451		AD		chr3		130690613		G		A		0.012		Non-synonymous		0.0000735		P		27.6		0.0094		0.02312398		0.999		0.989		0.524

		AD_1451		AD		chr5		116447665		C		T		0.012		Non-synonymous		.		P		20.8		0.0879		0.009231155		0.468		0.734		0.264

		AD_1451		AD		chr10		23203973		C		A		0.038		UTR		.		B		0.779		.		.		.		.		.

		AD_1451		AD		chr13		29947585		C		A		0.016		Intronic		.		B		0.49		.		.		.		.		.

		AD_1451		AD		chr14		24315848		C		T		0.00855		Non-synonymous		.		B		18.07		0.0831		0.006433843		0.677		0.408		0.547

		AD_1451		AD		chr20		57392664		C		T		0.021		Non-synonymous		.		P		21.1		0.5586		0.1437215		0.062		0.819		0.391

		AD_1451		AD		chrX		40057387		C		A		0.054		Intronic		.		B		1.66		.		.		.		.		.

		AD_1452		AD		chr1		160277691		A		G		0.029		UTR		.		B		7.531		.		.		.		.		.

		AD_1452		AD		chr10		18596304		A		C		0.032		Non-synonymous		.		P		23.7		0.0626		0.009354822		0.389		0.985		0.823

		AD_1452		AD		chr12		124795299		C		T		0.031		Intronic		.		B		1.849		.		.		.		.		.

		AD_1452		AD		chr16		30738885		C		T		0.012		Non-synonymous		0.00000406		P		21.2		0.4621		0.060988538		0.001		0.954		.

		AD_1452		AD		chr19		19563838		C		T		0.021		Intronic		.		B		0.046		.		.		.		.		.

		AD_1443		AD		chr1		117936876		G		A		0.02		Synonymous		.		B		9.751		.		.		.		.		.

		AD_1443		AD		chr6		42178733		T		A		0.016		Intronic		.		B		3.925		.		.		.		.		.

		AD_1443		AD		chr6		44139527		G		A		0.012		Synonymous		.		B		13.82		.		.		.		.		.

		AD_1443		AD		chr8		133392229		G		A		0.042		Intronic		.		B		4.194		.		.		.		.		.

		AD_1443		AD		chr10		73168073		C		A		0.028		UTR		.		B		7.503		.		.		.		.		.

		AD_1443		AD		chr20		42074607		C		T		0.027		UTR		.		B		0.686		.		.		.		.		.

		AD_1443		AD		chrX		135051337		C		T		0.00776		UTR		.		B		0.901		.		.		.		.		.

		AD_1443		AD		chrM		14847		G		A		0.00825		Non-synonymous		.		B		.		.		.		.		.		.

		AD_1443		AD		chrM		15069		T		C		0.01		Non-synonymous		.		B		.		.		.		.		.		.

		AD_1454		AD		chr2		127764318		C		T		0.021		UTR		.		B		19.61		.		.		.		.		.

		AD_1454		AD		chr2		195988002		G		A		0.077		Synonymous		.		B		8.399		.		.		.		.		.

		AD_1454		AD		chr11		12255709		A		C		0.026		Non-synonymous		.		P		24.7		0.1653		0.025281408		0.986		0.89		0.401

		AD_1454		AD		chr12		45350660		G		A		0.012		Non-synonymous		.		P		24.1		0.5813		0.244199755		0.985		0.991		0.414

		AD_1454		AD		chr16		75694418		C		T		0.011		Non-synonymous		.		P		29.5		.		.		.		.		.

		AD_1454		AD		chrX		49881660		G		A		0.016		UTR		.		B		9.563		.		.		.		.		.

		AD_1454		AD		chrM		3898		T		C		0.011		Non-synonymous		.		B		.		.		.		.		.		.

		AD_1454		AD		chrM		9770		T		C		0.031		Synonymous		.		B		.		.		.		.		.		.

		AD_1455		AD		chr1		11294985		G		A		0.018		UTR		.		B		3.797		.		.		.		.		.

		AD_1455		AD		chr5		123100034		G		A		0.055		Intronic		.		B		7.196		.		.		.		.		.

		AD_1455		AD		chr6		44286052		C		T		0.013		Non-synonymous		.		P		24.4		0.4616		0.15908922		1		1		0.632

		AD_1455		AD		chr11		67628329		C		T		0.031		Synonymous		.		B		0.196		.		.		.		.		.

		AD_1455		AD		chr12		133211028		T		C		0.011		UTR		.		B		8.737		.		.		.		.		.

		AD_1455		AD		chr16		954456		C		T		0.012		Non-synonymous		.		B		18.96		0.1062		0.040966748		0.883		0.908		0.598

		AD_1455		AD		chr16		75556037		G		A		0.032		Non-synonymous		.		B		7.364		0.2497		0.007832542		0.026		.		.

		AD_1455		AD		chrM		10197		G		A		0.015		Non-synonymous		.		B		.		.		.		.		0.99		.

		AD_1455		AD		chrM		10899		A		G		0.029		Non-synonymous		.		B		.		.		.		.		0.63		.

		AD_1440		AD		chr3		31664067		C		A		0.011		Synonymous		.		B		0.006		.		.		.		.		.

		AD_1440		AD		chr3		48651808		C		T		0.056		Intronic		.		B		0.342		.		.		.		.		.

		AD_1440		AD		chr3		53867458		C		A		0.03		UTR		.		B		4.543		.		.		.		.		.

		AD_1440		AD		chr3		184710938		C		G		0.095		Non-synonymous		.		P		21.1		0.0144		0.002954683		0.991		0.727		0.386

		AD_1440		AD		chr5		69129787		T		G		0.056		UTR		.		B		16.44		.		.		.		.		.

		AD_1440		AD		chr5		126568346		C		T		0.013		Non-synonymous		.		P		22.6		0.2549		0.025334803		0.316		0.568		0.473

		AD_1440		AD		chr9		110450141		G		A		0.0084		Non-synonymous		0.00000406		P		39		.		.		.		.		.

		AD_1440		AD		chr19		19565093		C		A		0.013		Splicing		.		B		8.054		.		.		.		.		.

		AD_1440		AD		chrM		385		A		G		0.011		Intergenic		.		B		.		.		.		.		.		.

		AD_1453		AD		chr5		168414469		C		T		0.046		Non-synonymous		.		P		28.9		0.0484		0.00878512		1		0.999		0.333

		AD_1453		AD		chr8		143929718		G		A		0.036		Non-synonymous		.		P		25.5		0.5803		0.83459915		0.999		0.999		.

		AD_1453		AD		chr9		111372466		A		G		0.00613		Synonymous		.		B		11.54		.		.		.		.		.

		AD_1453		AD		chr11		60936791		G		A		0.047		Non-synonymous		0.00000408		P		24.6		0.0247		0.015881611		0.655		0.939		0.198

		AD_1453		AD		chr12		34026859		C		A		0.018		Non-synonymous		.		P		22.9		0.0925		0.013785723		0.191		0.985		0.494

		AD_1453		AD		chr17		3513525		G		A		0.019		UTR		.		B		5.937		.		.		.		.		.

		AD_1453		AD		chr22		17706697		T		G		0.022		Intronic		.		B		14.42		.		.		.		.		.

		AD_1453		AD		chrX		21655940		G		A		0.017		Non-synonymous		.		P		25.4		0.1532		0.156123596		0.978		0.999		0.619

		AD_195		AD		chr5		122425422		C		A		0.009747		Non-synonymous		0.00000407		P		22.8		0.677		0.152923815		1		1		.

		AD_195		AD		chr6		118559065		C		A		0.01		Synonymous		.		B		12.39		.		.		.		.		.

		AD_195		AD		chr11		68050224		C		A		0.016		Non-synonymous		.		P		29.9		0.9687		0.652684116		1		1		0.948

		AD_195		AD		chr12		123819202		C		A		0.019		Non-synonymous		.		B		18.12		0.0348		0.010151952		0.024		0.485		0.416

		AD_195		AD		chr19		52201948		G		A		0.117		Non-synonymous		0.00000406		P		28.7		0.3936		0.05363187		1		1		0.799

		AD_195		AD		chr21		45982696		C		A		0.015		Non-synonymous		.		P		27.6		0.9387		0.565181926		1		1		0.418

		AD_195		AD		chr22		39679245		C		A		0.011		Non-synonymous		.		P		26.7		0.3258		0.127155701		0.998		0.933		0.413

		AD_196		AD		chr1		27305115		G		A		0.022		Non-synonymous		.		B		11.86		.		.		.		.		.

		AD_196		AD		chr9		136804854		C		T		0.011		Intronic		.		B		1.436		.		.		.		.		.

		AD_196		AD		chr12		95108526		C		A		0.009732		Non-synonymous		.		P		26.4		0.4005		0.054420216		1		0.738		0.685

		AD_196		AD		chr14		24417797		C		A		0.012		UTR		.		B		0.365		.		.		.		.		.

		AD_196		AD		chr20		18142759		G		T		0.028		Non-synonymous		.		P		23.6		0.0743		0.020945313		0.984		1		0.215

		AD_196		AD		chrX		154469226		C		A		0.027		Intronic		.		B		0.237		.		.		.		.		.

		AD_192		AD		chr2		161232841		C		A		0.008986		Non-synonymous		.		B		19.87		.		.		.		.		.

		AD_192		AD		chr4		159353630		C		A		0.021		Non-synonymous		.		P		38		.		.		.		.		.

		AD_192		AD		chr4		176711574		C		A		0.011		Non-synonymous		0.0000163		P		24.4		0.2608		0.009919001		0.987		.		0.61

		AD_192		AD		chr6		43178393		C		A		0.017		Non-synonymous		.		P		37		.		.		.		.		.

		AD_192		AD		chr11		18729005		C		A		0.011		Non-synonymous		.		P		42		.		.		.		.		.

		AD_192		AD		chr12		57212207		G		T		0.019		Non-synonymous		.		P		22.2		0.3783		0.006339094		0		0.655		0.394

		AD_192		AD		chr12		118255531		C		A		0.006667		Non-synonymous		0.0000122		P		24.7		0.2865		0.038164431		0.914		0.988		0.506

		AD_192		AD		chr17		12141229		C		A		0.016		Non-synonymous		.		P		22.8		0.2941		0.018495859		0.009		0.668		0.267

		AD_192		AD		chr18		68836889		C		T		0.015		Synonymous		.		B		0.559		.		.		.		.		.

		AD_197		AD		chr4		87810711		G		A		0.118		Non-synonymous		0.00000813		B		0.138		0.01		0.003314877		0.001		0		0.315

		AD_197		AD		chr5		150691936		C		A		0.018		Intronic		.		B		4.511		.		.		.		.		.

		AD_197		AD		chr11		68781871		C		A		0.01		Non-synonymous		.		P		20.2		0.5994		0.060532228		0.087		0.689		0.675

		AD_197		AD		chr17		75748865		C		A		0.031		Non-synonymous		.		P		24.5		0.3939		0.073036011		1		1		0.749

		AD_191		AD		chr4		2063979		C		T		0.019		Non-synonymous		.		P		23.2		0.1437		0.389010115		0.998		0.932		0.509

		AD_191		AD		chr5		1223658		G		A		0.135		UTR		.		B		5.112		.		.		.		.		.

		AD_191		AD		chr16		52934880		G		A		0.034		Intronic		.		B		2.05		.		.		.		.		.

		AD_191		AD		chr17		76079356		C		A		0.014		Non-synonymous		.		B		6.157		0.0694		0.027945062		0.01		0		0.428

		AD_191		AD		chr22		19444351		C		A		0.022		Non-synonymous		.		B		15.92		0.0401		0.002794387		0.264		0.71		0.258

		AD_191		AD		chrX		18604604		C		T		0.018		Synonymous		.		B		5.396		.		.		.		.		.

		AD_191		AD		chrM		3531		G		A		0.006772		Synonymous		.		B		.		.		.		.		.		.

		AD_191		AD		chrM		12541		G		A		0.007752		Non-synonymous		.		B		.		.		.		.		.		.

		AD_191		AD		chrM		15383		T		C		0.031		Non-synonymous		.		B		.		.		.		.		.		.

		AD_198		AD		chr1		3524221		G		A		0.021		Synonymous		.		B		0.083		.		.		.		.		.

		AD_198		AD		chr6		169665438		C		A		0.017		Intronic		.		B		0.492		.		.		.		.		.

		AD_198		AD		chr8		27515835		C		A		0.017		Intronic		.		B		0.045		.		.		.		.		.

		AD_198		AD		chr9		83712892		G		A		0.023		Intronic		.		B		0.173		.		.		.		.		.

		AD_198		AD		chr11		19948963		T		C		0.018		Non-synonymous		.		P		23.1		0.0605		0.01325278		0.167		0.965		0.195

		AD_198		AD		chr11		60891045		A		C		0.064		UTR		.		B		15.33		.		.		.		.		.

		AD_198		AD		chr12		21300535		C		A		0.009615		Non-synonymous		.		P		28.2		0.5279		0.10524193		0.958		0.981		0.755

		AD_198		AD		chr15		89790578		C		T		0.016		Intronic		.		B		0.029		.		.		.		.		.

		AD_198		AD		chr21		39661217		G		A		0.017		Non-synonymous		.		P		24.1		0.7598		0.027129855		0.996		0.937		.

		AD_198		AD		chrX		153725811		G		A		0.009091		Non-synonymous		.		P		24.8		0.889		0.464848759		0.999		0.923		0.687

		AD_190		AD		chr1		43307262		G		A		0.012		Non-synonymous		0.0000326		P		25.3		0.0931		0.019332769		1		0.885		0.177

		AD_190		AD		chr3		45744628		C		A		0.023		UTR		.		B		6.312		.		.		.		.		.

		AD_190		AD		chr4		8306668		C		G		0.119		UTR		.		B		0.527		.		.		.		.		.

		AD_190		AD		chr5		108785245		C		T		0.022		Intronic		.		B		13.75		.		.		.		.		.

		AD_190		AD		chr6		166323017		C		T		0.069		Intronic		.		B		0.176		.		.		.		.		.

		AD_190		AD		chr9		120571974		G		A		0.054		Splicing		.		B		11.54		.		.		.		.		.

		AD_190		AD		chr12		57208862		G		A		0.038		Intronic		.		B		1.397		.		.		.		.		.

		AD_190		AD		chr22		20804501		G		T		0.021		Intronic		.		B		0.608		.		.		.		.		.

		AD_190		AD		chrX		77456451		C		A		0.015		Non-synonymous		.		P		25.5		.		.		0.104		.		.

		AD_190		AD		chrM		12623		T		C		0.009434		Non-synonymous		.		B		.		.		.		.		.		.

		AD_193		AD		chr1		16626590		C		T		0.161		Intronic		.		B		0.231		.		.		.		.		.

		AD_193		AD		chr1		236718917		C		T		0.032		Non-synonymous		0.0000325		P		28.5		0.9055		0.234692084		1		1		.

		AD_193		AD		chr2		70277247		A		G		0.011		Non-synonymous		0.000496		B		21.6		0.0846		0.036096374		0.998		0.885		.

		AD_193		AD		chr2		97735425		G		A		0.024		Non-synonymous		0.00000408		P		28		0.8585		0.366116056		1		0.999		0.944

		AD_193		AD		chr7		81725941		G		A		0.019		Non-synonymous		.		P		42		.		.		.		.		.

		AD_193		AD		chr10		23318876		C		T		0.006757		UTR		.		B		1.929		.		.		.		.		.

		AD_193		AD		chr10		46549750		C		A		0.153		Synonymous		.		B		1.553		.		.		.		.		.

		AD_193		AD		chr12		121430181		C		A		0.009921		Non-synonymous		.		B		11.88		0.0582		0.004451318		.		1		0.318

		AD_193		AD		chr16		89718057		C		G		0.056		Intronic		.		B		7.996		.		.		.		.		.

		AD_193		AD		chr17		3543595		T		A		0.028		Non-synonymous		.		B		7.242		0.3173		0.076433879		0.001		0.509		0.326

		AD_193		AD		chr17		19017361		G		A		0.021		Non-synonymous		0.0000469		B		0.131		0.41		0.022192456		0.003		0.944		0.533

		AD_194		AD		chr1		241757255		T		G		0.042		Intronic		.		B		6.203		.		.		.		.		.

		AD_194		AD		chr2		169479558		C		A		0.009029		Non-synonymous		.		P		40		.		.		.		.		.

		AD_194		AD		chr4		80583166		C		A		0.017		Non-synonymous		.		P		24		0.2469		0.024649034		0.999		0.997		0.347

		AD_194		AD		chr5		10258641		A		G		0.029		Intronic		.		B		3.398		.		.		.		.		.

		AD_194		AD		chr9		136943964		C		A		0.013		Synonymous		.		B		16.99		.		.		.		.		.

		AD_194		AD		chr11		11621978		G		C		0.031		UTR		.		B		15.83		.		.		.		.		.

		AD_194		AD		chr14		35079015		G		A		0.012		Non-synonymous		.		P		23.3		0.249		0.004942351		0.244		0.593		0.179

		AD_194		AD		chr17		20316862		C		A		0.01		UTR		.		B		0.228		.		.		.		.		.

		AD_199		AD		chr1		75156897		G		A		0.096		Non-synonymous		.		P		48		.		.		.		.		.

		AD_199		AD		chr1		109188243		C		A		0.015		Non-synonymous		.		P		23.4		0.8939		0.21504955		1		0.998		0.324

		AD_199		AD		chr1		180916242		G		A		0.047		Non-synonymous		0.00000408		B		16.81		0.0092		0.005383408		0.972		0.846		0.09

		AD_199		AD		chr1		206798872		C		A		0.07		UTR		.		B		2.506		.		.		.		.		.

		AD_199		AD		chr2		21006433		G		T		0.066		Non-synonymous		.		P		22.7		0.693		0.037168144		0.999		0.987		0.628

		AD_199		AD		chr2		168774850		G		C		0.059		UTR		.		B		12.3		.		.		.		.		.

		AD_199		AD		chr5		148120335		G		A		0.075		Non-synonymous		.		B		7.392		0.0607		0.001955933		0		0		0.358

		AD_199		AD		chr6		118314222		C		A		0.029		Synonymous		.		B		1.814		.		.		.		.		.

		AD_199		AD		chr7		19724313		G		T		0.079		Non-synonymous		.		B		19.65		0.3199		0.024977672		.		0.807		0.138

		AD_199		AD		chr7		64078669		T		C		0.03		Intergenic		.		B		13.93		.		.		.		.		.

		AD_199		AD		chr7		92352483		T		A		0.127		Non-synonymous		.		P		26.2		0.7927		0.484481092		1		1		0.794

		AD_199		AD		chr7		101032633		C		T		0.006775		Non-synonymous		.		B		9.572		0.0056		0.001503799		0.045		0.754		0.165

		AD_199		AD		chr8		11322785		C		A		0.015		Synonymous		.		B		16.08		.		.		.		.		.

		AD_199		AD		chr8		31031371		G		A		0.078		UTR		.		B		15.74		.		.		.		.		.

		AD_199		AD		chr9		37541225		G		A		0.126		Non-synonymous		.		P		25.4		0.1036		0.024944708		0.961		0.994		0.435

		AD_199		AD		chr10		5161864		C		A		0.014		Intronic		.		B		2.34		.		.		.		.		.

		AD_199		AD		chr10		35516523		C		A		0.008696		Non-synonymous		.		P		22.4		0.062		0.011721395		0.137		0.366		0.293

		AD_199		AD		chr10		73428346		C		T		0.019		Intronic		.		B		1.57		.		.		.		.		.

		AD_199		AD		chr12		61720980		C		A		0.02		Intronic		.		B		12.29		.		.		.		.		.

		AD_199		AD		chr12		108701228		G		A		0.083		Non-synonymous		.		P		33		0.6312		0.228246599		0.999		0.978		0.558

		AD_199		AD		chr15		26543865		C		T		0.092		UTR		.		B		0.117		.		.		.		.		.

		AD_199		AD		chr15		58174967		T		A		0.026		Non-synonymous		.		B		19.45		0.2939		0.065425493		0.132		0.399		0.451

		AD_199		AD		chr15		96785081		G		A		0.008487		Non-synonymous		.		B		1.534		.		0.003732865		.		.		.

		AD_199		AD		chr16		56960880		G		A		0.065		Intergenic		.		B		2.703		.		.		.		.		.

		AD_199		AD		chr17		17126957		C		T		0.063		Intronic		.		B		0.445		.		.		.		.		.

		AD_199		AD		chr17		18974605		C		T		0.017		Intronic		.		B		1.06		.		.		.		.		.

		AD_199		AD		chr17		44078820		C		A		0.013		Synonymous		.		B		10.08		.		.		.		.		.

		AD_199		AD		chr21		46125813		C		A		0.011		Non-synonymous		.		P		28.4		0.7507		0.883257675		1		0.998		0.874

		AD_199		AD		chrM		16098		A		G		0.008674		Intergenic		.		B		.		.		.		.		.		.







non-AD_Brain

		SubjectID		Code		X.CHROM		POS		REF		Allele		BAF_HIF		Mutation_type		gnomAD_exomes_AF		Pathogenicity		CADD_phred_v1.4		MetaLR_score		M.CAP_score		Polyphen2_HDIV_score		1-SIFT_score		MutPred_score

		non-AD_1432		non-AD		chr1		205311631		A		T		0.019		Intronic		.		B		3.182		.		.		.		.		.

		non-AD_1432		non-AD		chr3		100850228		A		C		0.053		Intronic		.		B		6.793		.		.		.		.		.

		non-AD_1432		non-AD		chr7		86893018		G		A		0.024		Non-synonymous		0.0000407		P		24		0.1215		0.013394211		0.999		0.922		.

		non-AD_1432		non-AD		chr11		60891045		A		C		0.087		UTR		.		B		15.33		.		.		.		.		.

		non-AD_1432		non-AD		chr12		21644094		C		T		0.02		Non-synonymous		0.0000366		P		22.1		0.7642		0.075385115		0.844		0.943		.

		non-AD_1432		non-AD		chr12		49297269		G		A		0.00826		Non-synonymous		0.0000122		P		35		0.84		0.159787746		0.994		0.999		0.558

		non-AD_1432		non-AD		chr16		27364509		G		A		0.016		UTR		.		B		0.481		.		.		.		.		.

		non-AD_1432		non-AD		chrM		15498		G		A		0.00712		Non-synonymous		.		B		.		.		.		.		.		.

		non-AD_1433		non-AD		chr1		7738193		G		A		0.025		Non-synonymous		.		P		24.8		0.0789		0.005042161		1		0.957		.

		non-AD_1433		non-AD		chr1		156378013		C		T		0.018		Non-synonymous		0.000379		B		15.84		0.0283		.		0.968		.		.

		non-AD_1433		non-AD		chr1		177280649		C		T		0.023		Synonymous		.		B		7.89		.		.		.		.		.

		non-AD_1433		non-AD		chr2		32089545		C		T		0.031		Non-synonymous		0.0000406		P		28		0.9071		0.164801228		1		1		0.546

		non-AD_1433		non-AD		chr6		27309165		A		G		0.00962		Synonymous		.		B		7.942		.		.		.		.		.

		non-AD_1433		non-AD		chr12		57726454		C		T		0.029		UTR		.		B		15.97		.		.		.		.		.

		non-AD_1433		non-AD		chr18		47069170		C		T		0.00942		Intronic		.		B		0.704		.		.		.		.		.

		non-AD_1433		non-AD		chr19		5693732		C		T		0.022		Synonymous		.		B		13.91		.		.		.		.		.

		non-AD_1433		non-AD		chr22		36923839		C		T		0.017		Intronic		.		B		2.126		.		.		.		.		.

		non-AD_1434		non-AD		chr1		62271604		C		A		0.00891		UTR		.		B		17.67		.		.		.		.		.

		non-AD_1434		non-AD		chr9		134817793		G		A		0.02		Non-synonymous		.		P		23		0.5786		0.075091345		0.019		0.753		0.38

		non-AD_1434		non-AD		chr10		15073407		T		A		0.038		UTR		.		B		9.523		.		.		.		.		.

		non-AD_1434		non-AD		chr10		121967863		C		A		0.032		Intronic		.		B		4.763		.		.		.		.		.

		non-AD_1434		non-AD		chr11		62597751		G		A		0.008		Intronic		.		B		2.295		.		.		.		.		.

		non-AD_1434		non-AD		chr14		22920948		C		A		0.00631		Non-synonymous		0.00000406		P		22.4		0.2141		0.013019764		0.101		0.646		0.321

		non-AD_1434		non-AD		chr22		50050099		G		A		0.056		Intronic		.		B		0.277		.		.		.		.		.

		non-AD_1434		non-AD		chrX		21871578		C		A		0.016		UTR		.		B		7.961		.		.		.		.		.

		non-AD_324		non-AD		chr2		96612249		G		A		0.012		Synonymous		.		B		0.941		.		.		.		.		.

		non-AD_324		non-AD		chr7		4764429		C		T		0.014		UTR		.		B		2.043		.		.		.		.		.

		non-AD_324		non-AD		chr7		75986295		C		A		0.00784		UTR		.		B		2.481		.		.		.		.		.

		non-AD_324		non-AD		chr11		802800		C		T		0.049		Synonymous		.		B		10.62		.		.		.		.		.

		non-AD_324		non-AD		chr16		12060801		G		A		0.00845		Intronic		.		B		0.064		.		.		.		.		.

		non-AD_324		non-AD		chr16		67881502		C		T		0.013		Non-synonymous		0.00000406		B		12.8		0.0352		0.003623935		0		0		0.069

		non-AD_324		non-AD		chrX		69163090		G		A		0.01		Non-synonymous		0.000028		P		22.1		0.0347		0.01431541		1		0.906		.

		non-AD_331		non-AD		chr1		173910867		C		T		0.015		Non-synonymous		.		B		2.016		0.0615		0.010204999		0		0		0.36

		non-AD_331		non-AD		chr2		108930911		C		A		0.022		Intronic		.		B		0.137		.		.		.		.		.

		non-AD_331		non-AD		chr4		72147573		C		T		0.012		Non-synonymous		0.00000406		P		23.3		0.1944		0.030804455		1		0.998		0.534

		non-AD_331		non-AD		chr6		111367478		C		A		0.00758		Non-synonymous		.		P		37		.		.		.		.		.

		non-AD_331		non-AD		chr11		57704247		C		A		0.00784		UTR		.		B		5.11		.		.		.		.		.

		non-AD_331		non-AD		chr12		48844045		C		A		0.011		Non-synonymous		.		P		29		0.0946		0.019235905		0.962		0.987		0.239

		non-AD_331		non-AD		chr12		122377471		G		A		0.014		Non-synonymous		.		P		23.5		0.3695		0.029508593		0.325		0.91		0.174

		non-AD_331		non-AD		chr12		130437073		G		A		0.012		Synonymous		.		B		2.22		.		.		.		.		.

		non-AD_331		non-AD		chr16		11174139		G		A		0.022		Intronic		.		B		21.3		.		.		.		.		.

		non-AD_331		non-AD		chr16		88429166		G		A		0.011		Non-synonymous		0.0000145		B		13.48		0.012		0.526542788		0.141		0.144		0.182

		non-AD_331		non-AD		chr17		4222560		G		A		0.03		Intronic		.		B		8.254		.		.		.		.		.

		non-AD_331		non-AD		chr18		31458504		C		A		0.013		Synonymous		.		B		8.294		.		.		.		.		.

		non-AD_331		non-AD		chr18		46485116		C		G		0.031		Non-synonymous		.		P		24.1		0.2602		0.015398444		0.992		0.803		0.584

		non-AD_331		non-AD		chr19		7632490		C		A		0.013		Non-synonymous		.		P		21		0.0642		0.009416728		0.728		0.981		0.254

		non-AD_331		non-AD		chr20		3046402		A		G		0.012		Non-synonymous		.		B		19.84		0.0656		0.041018754		0.732		0.633		0.551

		non-AD_331		non-AD		chr20		57373608		A		G		0.009		Intronic		.		B		6.185		.		.		.		.		.

		non-AD_331		non-AD		chrX		149611303		G		A		0.018		Non-synonymous		0.00000578		P		37		.		.		.		.		.

		non-AD_1435		non-AD		chr1		117156691		C		A		0.011		Non-synonymous		.		P		22.1		0.248		0.022652741		0.937		0.929		0.432

		non-AD_1435		non-AD		chr1		154155705		C		A		0.027		UTR		.		B		0.209		.		.		.		.		.

		non-AD_1435		non-AD		chr1		197508851		A		C		0.059		UTR		.		B		3.512		.		.		.		.		.

		non-AD_1435		non-AD		chr1		200560832		C		A		0.00977		Non-synonymous		.		B		12.98		0.1098		0.016019665		0		0.824		0.236

		non-AD_1435		non-AD		chr1		228365559		A		G		0.01		Splicing		.		B		7.855		.		.		.		.		.

		non-AD_1435		non-AD		chr1		231277704		A		T		0.028		UTR		.		B		0.171		.		.		.		.		.

		non-AD_1435		non-AD		chr3		50185749		T		A		0.03		Intronic		.		B		1.397		.		.		.		.		.

		non-AD_1435		non-AD		chr4		1079612		C		A		0.018		Intronic		.		B		0.006		.		.		.		.		.

		non-AD_1435		non-AD		chr4		56467770		C		A		0.045		Intronic		.		B		9.043		.		.		.		.		.

		non-AD_1435		non-AD		chr5		43539162		C		A		0.068		Intronic		.		B		0.961		.		.		.		.		.

		non-AD_1435		non-AD		chr7		129488012		C		A		0.043		UTR		.		B		6.128		.		.		.		.		.

		non-AD_1435		non-AD		chr7		132508055		C		A		0.00717		Non-synonymous		.		P		24.6		0.0495		0.036117758		0.958		0.944		0.701

		non-AD_1435		non-AD		chr8		22602737		G		A		0.019		UTR		.		B		0.05		.		.		.		.		.

		non-AD_1435		non-AD		chr8		133047927		C		A		0.086		Synonymous		.		B		18.5		.		.		.		.		.

		non-AD_1435		non-AD		chr9		128265660		C		A		0.045		Non-synonymous		.		B		16.69		0.2053		0.029185389		0.427		0.937		0.197

		non-AD_1435		non-AD		chr10		97320774		C		A		0.017		UTR		.		B		6.426		.		.		.		.		.

		non-AD_1435		non-AD		chr10		100329160		C		A		0.015		Intronic		.		B		3.018		.		.		.		.		.

		non-AD_1435		non-AD		chr11		73234339		C		T		0.00955		Synonymous		.		B		19.67		.		.		.		.		.

		non-AD_1435		non-AD		chr12		32743830		C		A		0.013		UTR		.		B		15.72		.		.		.		.		.

		non-AD_1435		non-AD		chr16		71537711		G		A		0.042		Non-synonymous		0.0000244		B		17.5		0.2791		0.05481681		0.206		0.614		0.728

		non-AD_1435		non-AD		chr19		1800223		G		A		0.00695		Intronic		.		B		0.025		.		.		.		.		.

		non-AD_1435		non-AD		chr19		14950384		C		A		0.044		Synonymous		.		B		9.741		.		.		.		.		.

		non-AD_1435		non-AD		chr19		32354860		T		C		0.00729		Non-synonymous		0.00000409		P		24		0.0425		0.017923109		0.993		0.955		0.61

		non-AD_1435		non-AD		chr22		30294833		C		A		0.017		Non-synonymous		.		P		27.1		0.0335		0.034034059		0.971		0.898		0.622

		non-AD_1435		non-AD		chr22		31325878		C		A		0.021		UTR		.		B		17.35		.		.		.		.		.

		non-AD_200		non-AD		chr1		9355782		C		A		0.016		UTR		.		B		9.659		.		.		.		.		.

		non-AD_200		non-AD		chr1		25835636		C		A		0.017		Non-synonymous		.		B		13.57		0.0806		0.011106517		0.037		0.9		0.232

		non-AD_200		non-AD		chr3		98658467		C		A		0.018		Intronic		.		B		8.969		.		.		.		.		.

		non-AD_200		non-AD		chr10		104315503		G		A		0.013		Synonymous		.		B		0.795		.		.		.		.		.

		non-AD_200		non-AD		chr11		3667362		C		A		0.018		Non-synonymous		.		B		14.77		0.0915		0.080831477		.		.		0.205

		non-AD_200		non-AD		chr11		60891045		A		C		0.056		UTR		.		B		15.33		.		.		.		.		.

		non-AD_200		non-AD		chr15		20671123		G		A		0.161		Intronic		.		B		20.9		.		.		.		.		.

		non-AD_200		non-AD		chr16		1341914		C		A		0.013		Intronic		.		B		0.182		.		.		.		.		.

		non-AD_200		non-AD		chr19		15180970		C		T		0.02		Synonymous		.		B		4.669		.		.		.		.		.

		non-AD_201		non-AD		chr1		160523199		C		T		0.012		UTR		.		B		1.393		.		.		.		.		.

		non-AD_201		non-AD		chr2		29023120		C		A		0.014		Non-synonymous		.		P		22.4		0.0704		0.019576794		1		0.208		0.498

		non-AD_201		non-AD		chr2		50538413		T		A		0.016		Non-synonymous		.		P		23.8		0.4423		0.04652507		0.999		0.998		0.328

		non-AD_201		non-AD		chr2		157738441		G		A		0.015		Non-synonymous		0.0000731		P		24.3		0.3979		0.053965195		0.995		0.988		0.567

		non-AD_201		non-AD		chr2		201582102		A		G		0.027		Non-synonymous		.		P		22.9		0.8709		0.102967266		0.972		0.997		0.44

		non-AD_201		non-AD		chr9		133569464		C		A		0.012		Non-synonymous		.		B		18.84		0.1259		0.014840741		0.975		0.569		0.423

		non-AD_201		non-AD		chr14		20456843		A		G		0.006339		Non-synonymous		.		P		23.2		0.2421		0.030218736		0.001		0.782		0.473

		non-AD_201		non-AD		chr20		63862942		C		T		0.015		Non-synonymous		0.0000582		P		20.3		0.0809		0.024505303		0.991		0.986		0.289

		non-AD_201		non-AD		chr22		17788794		C		T		0.014		UTR		.		B		7.054		.		.		.		.		.

		non-AD_202		non-AD		chr1		247491629		C		T		0.012		Intronic		.		B		0.104		.		.		.		.		.

		non-AD_202		non-AD		chr4		1843011		A		G		0.008197		Intronic		.		B		3.291		.		.		.		.		.

		non-AD_202		non-AD		chr4		2744559		C		A		0.198		Intronic		.		B		0.214		.		.		.		.		.

		non-AD_202		non-AD		chr6		44286446		C		T		0.008475		Non-synonymous		0.00000817		P		24.2		0.1542		0.09034575		1		0.995		0.427

		non-AD_202		non-AD		chr8		6924868		A		G		0.018		Non-synonymous		0.00000406		B		4.183		0.072		0.001609513		0.002		0.47		0.419

		non-AD_202		non-AD		chr8		38745390		C		T		0.009747		UTR		.		B		2.891		.		.		.		.		.

		non-AD_202		non-AD		chr11		22376014		G		A		0.028		Non-synonymous		0.00000407		P		25.2		0.1817		0.008203104		0.884		0.946		0.528

		non-AD_202		non-AD		chr11		64556124		C		A		0.009434		Non-synonymous		.		B		18.77		0.4949		0.072092691		1		0.999		0.875

		non-AD_202		non-AD		chr13		77698891		T		G		0.017		UTR		.		B		9.558		.		.		.		.		.

		non-AD_202		non-AD		chr15		75675814		G		A		0.009162		Synonymous		.		B		17.42		.		.		.		.		.

		non-AD_202		non-AD		chr17		6704260		T		C		0.017		Intronic		.		B		4.523		.		.		.		.		.

		non-AD_202		non-AD		chr19		39388571		T		C		0.012		Synonymous		.		B		20.1		.		.		.		.		.

		non-AD_202		non-AD		chr20		62896356		G		A		0.024		Synonymous		.		B		2.361		.		.		.		.		.

		non-AD_202		non-AD		chrX		74742731		T		C		0.017		Non-synonymous		.		P		24.3		0.1298		0.02860233		0.988		0.869		0.193

		non-AD_202		non-AD		chrM		16390		G		A		0.023		Intergenic		.		B		.		.		.		.		.		.

		non-AD_203		non-AD		chr1		16624317		C		T		0.117		Intronic		.		B		6.381		.		.		.		.		.

		non-AD_203		non-AD		chr1		36138148		A		C		0.012		Non-synonymous		.		B		0.836		0.1083		0.003572985		.		0.825		0.468

		non-AD_203		non-AD		chr1		228360876		C		T		0.017		UTR		.		B		1.151		.		.		.		.		.

		non-AD_203		non-AD		chr3		9825973		C		A		0.009452		Intronic		.		B		1.928		.		.		.		.		.

		non-AD_203		non-AD		chr9		87885067		C		A		0.013		Non-synonymous		.		B		0.287		0.0129		0.007407204		0.828		0.713		0.338

		non-AD_203		non-AD		chr19		11131300		A		G		0.012		Non-synonymous		.		P		34		0.7737		0.90544393		0.997		0.983		0.228

		non-AD_203		non-AD		chr19		34944386		C		A		0.006468		Non-synonymous		.		P		22.6		0.8355		0.003288907		1		0.999		0.726

		non-AD_203		non-AD		chrX		21857415		T		C		0.014		Non-synonymous		.		P		24.6		.		.		.		.		.

		non-AD_204		non-AD		chr2		88124207		G		A		0.012		UTR		.		B		1.294		.		.		.		.		.

		non-AD_204		non-AD		chr2		233272852		C		T		0.032		Intronic		.		B		2.211		.		.		.		.		.

		non-AD_204		non-AD		chr3		52522448		C		T		0.011		Non-synonymous		.		P		22.7		0.8438		0.20527723		1		1		0.57

		non-AD_204		non-AD		chr3		53811286		C		G		0.01		Synonymous		.		B		10.01		.		.		.		.		.

		non-AD_204		non-AD		chr3		128945201		G		A		0.018		Non-synonymous		0.000629		B		0.954		0.1097		0.015917329		0.998		0.995		.

		non-AD_204		non-AD		chr3		186615693		C		T		0.01		Synonymous		.		B		4.54		.		.		.		.		.

		non-AD_204		non-AD		chr5		102498581		G		A		0.013		Synonymous		.		B		0.695		.		.		.		.		.

		non-AD_204		non-AD		chr6		137161840		A		T		0.023		Intronic		.		B		1.059		.		.		.		.		.

		non-AD_204		non-AD		chr8		28067508		C		T		0.057		Splicing		.		B		0.508		.		.		.		.		.

		non-AD_204		non-AD		chr8		138821296		C		T		0.012		Non-synonymous		0.000187		B		24.6		0.1114		0.023123925		1		0.843		.

		non-AD_204		non-AD		chr11		840439		C		A		0.013		Non-synonymous		.		P		29.9		0.3882		0.163528887		0.989		0.999		0.849

		non-AD_204		non-AD		chr11		118655666		C		T		0.008418		Synonymous		.		B		16.45		.		.		.		.		.

		non-AD_204		non-AD		chr12		56154997		G		A		0.034		Intronic		.		B		11.86		.		.		.		.		.

		non-AD_204		non-AD		chr16		89638454		G		A		0.008475		UTR		.		B		2.602		.		.		.		.		.

		non-AD_204		non-AD		chr17		30449552		G		C		0.026		Non-synonymous		.		P		33		.		.		.		.		.

		non-AD_204		non-AD		chr17		50474010		A		G		0.021		Splicing		.		B		12.36		.		.		.		.		.

		non-AD_204		non-AD		chr17		63578493		G		A		0.009756		Synonymous		.		B		17.26		.		.		.		.		.

		non-AD_204		non-AD		chr19		2877347		G		A		0.016		Non-synonymous		0.0000487		B		10.39		0.0098		0.001801843		0.232		0.763		.

		non-AD_204		non-AD		chr20		45425608		C		T		0.011		Non-synonymous		0.0000204		P		27.4		.		.		.		.		.

		non-AD_204		non-AD		chr22		20550983		A		G		0.029		Intronic		.		B		11.12		.		.		.		.		.

		non-AD_204		non-AD		chr22		49823814		G		A		0.012		Synonymous		.		B		7.11		.		.		.		.		.

		non-AD_204		non-AD		chrM		15431		G		A		0.024		Non-synonymous		.		B		.		.		.		.		.		.

		non-AD_204		non-AD		chrM		16390		G		A		0.019		Intergenic		.		B		.		.		.		.		.		.







AD_Blood

		SubjectID		Code		X.CHROM		POS		REF		ALT		BAF_Blood		Mutation_type		gnomAD_exomes_AF		Pathogenicity		CADD_phred_v1.4		MetaLR_score		M.CAP_score		Polyphen2_HDIV_score		1-SIFT_score		MutPred_score

		AD_301		AD		chr1		1940321		C		T		0.086		Non-synonymous		0.0000154		P		22.2		0.0957		.		.		.		.

		AD_301		AD		chr1		9596855		G		A		0.018		Splicing		.		B		3.108		.		.		.		.		.

		AD_301		AD		chr1		37795653		C		T		0.02		UTR		.		B		6.016		.		.		.		.		.

		AD_301		AD		chr1		37800663		T		G		0.03		UTR		.		B		2.682		.		.		.		.		.

		AD_301		AD		chr1		47437654		G		A		0.081		UTR		.		B		15.57		.		.		.		.		.

		AD_301		AD		chr1		62455439		A		G		0.025		Non-synonymous		.		P		21.8		.		.		.		.		.

		AD_301		AD		chr1		66374052		G		A		0.039		UTR		.		B		0.149		.		.		.		.		.

		AD_301		AD		chr1		78135733		G		C		0.006231		Non-synonymous		.		B		14.75		.		.		.		.		.

		AD_301		AD		chr1		115691535		T		C		0.094		UTR		.		B		14.47		.		.		.		.		.

		AD_301		AD		chr1		154454599		G		A		0.077		Intronic		.		B		6.711		.		.		.		.		.

		AD_301		AD		chr1		155023818		C		T		0.031		Intronic		.		B		0.814		.		.		.		.		.

		AD_301		AD		chr1		204134614		C		T		0.02		Synonymous		.		B		2.022		.		.		.		.		.

		AD_301		AD		chr2		25247664		C		T		0.034		Non-synonymous		0.00000406		P		36		.		.		.		.		.

		AD_301		AD		chr2		29071259		C		T		0.03		Non-synonymous		.		P		36		.		.		.		.		.

		AD_301		AD		chr2		100277304		T		C		0.014		UTR		.		B		2.413		.		.		.		.		.

		AD_301		AD		chr2		102447120		C		T		0.023		Synonymous		.		B		0.836		.		.		.		.		.

		AD_301		AD		chr2		124914501		C		T		0.009926		UTR		.		B		0.022		.		.		.		.		.

		AD_301		AD		chr2		162045737		A		G		0.015		Intronic		.		B		2.201		.		.		.		.		.

		AD_301		AD		chr2		178681746		A		G		0.091		Splicing		.		B		16.37		.		.		.		.		.

		AD_301		AD		chr2		178735911		G		A		0.017		Synonymous		.		B		5.287		.		.		.		.		.

		AD_301		AD		chr2		196721491		G		T		0.114		Intronic		.		B		2.004		.		.		.		.		.

		AD_301		AD		chr2		211947568		G		T		0.011		Non-synonymous		.		P		22.9		.		.		.		.		.

		AD_301		AD		chr3		14690027		T		A		0.014		Non-synonymous		.		P		24.1		.		.		.		.		.

		AD_301		AD		chr3		63677652		G		A		0.015		UTR		.		B		0.984		.		.		.		.		.

		AD_301		AD		chr3		108162012		C		G		0.045		UTR		.		B		1.313		.		.		.		.		.

		AD_301		AD		chr3		108463309		T		C		0.069		Intronic		.		B		2.906		.		.		.		.		.

		AD_301		AD		chr3		113250556		C		T		0.054		Splicing		.		B		0.744		.		.		.		.		.

		AD_301		AD		chr3		192796912		C		A		0.031		UTR		.		B		14.31		.		.		.		.		.

		AD_301		AD		chr4		52597127		A		T		0.03		UTR		.		B		3.177		.		.		.		.		.

		AD_301		AD		chr4		182801638		T		C		0.134		UTR		.		B		8.174		.		.		.		.		.

		AD_301		AD		chr5		140342699		A		G		0.018		Non-synonymous		.		P		28.1		.		.		.		.		.

		AD_301		AD		chr5		140547709		C		T		0.022		UTR		.		B		5.279		.		.		.		.		.

		AD_301		AD		chr6		27310438		T		C		0.011		Non-synonymous		.		P		22.1		.		.		.		.		.

		AD_301		AD		chr6		148544229		G		A		0.017		Non-synonymous		0.000118		B		11.05		.		.		.		.		.

		AD_301		AD		chr6		166451015		C		T		0.061		Intronic		.		B		0.05		.		.		.		.		.

		AD_301		AD		chr7		22729604		C		A		0.047		Non-synonymous		.		B		4.932		0.0306		0.006299603		0.397		0.318		.

		AD_301		AD		chr7		77311445		C		T		0.01		Synonymous		.		B		1.478		.		.		.		.		.

		AD_301		AD		chr7		94413669		C		T		0.032		Intronic		.		B		7.441		.		.		.		.		.

		AD_301		AD		chr7		155957234		C		T		0.048		Intergenic		.		B		0.287		.		.		.		.		.

		AD_301		AD		chr9		96394969		A		G		0.063		Intronic		.		B		11.81		.		.		.		.		.

		AD_301		AD		chr9		107012237		T		G		0.04		UTR		.		B		19.64		.		.		.		.		.

		AD_301		AD		chr9		124900358		G		A		0.037		Intronic		.		B		0.012		.		.		.		.		.

		AD_301		AD		chr9		135784156		C		T		0.012		Intronic		.		B		0.542		.		.		.		.		.

		AD_301		AD		chr10		47326202		T		A		0.028		UTR		.		B		0.857		.		.		.		.		.

		AD_301		AD		chr10		84200727		G		A		0.179		Intronic		.		B		1.532		.		.		.		.		.

		AD_301		AD		chr11		5178350		C		T		0.012		Non-synonymous		.		B		15.58		.		.		.		.		.

		AD_301		AD		chr11		61291399		G		A		0.018		Synonymous		.		B		0.672		.		.		.		.		.

		AD_301		AD		chr11		67455615		C		T		0.028		Synonymous		.		B		0.004		.		.		.		.		.

		AD_301		AD		chr11		72822473		A		G		0.016		Non-synonymous		.		B		13.81		.		.		.		.		.

		AD_301		AD		chr11		110580623		G		C		0.018		Non-synonymous		.		B		19.35		.		.		.		.		.

		AD_301		AD		chr11		124625057		T		C		0.018		Intronic		.		B		6.962		.		.		.		.		.

		AD_301		AD		chr12		1793711		G		A		0.071		Non-synonymous		.		B		14.08		0.0953		0.008929535		0.001		0.4		0.3

		AD_301		AD		chr12		1795351		C		T		0.026		Non-synonymous		.		P		25.8		.		.		.		.		.

		AD_301		AD		chr12		6970861		G		A		0.024		Intergenic		.		B		8.297		.		.		.		.		.

		AD_301		AD		chr12		14542137		G		C		0.068		Intronic		.		B		7.422		.		.		.		.		.

		AD_301		AD		chr12		50671226		C		T		0.028		Synonymous		.		B		14.44		.		.		.		.		.

		AD_301		AD		chr12		76422615		C		T		0.015		Non-synonymous		0.00000773		B		19.39		.		.		.		.		.

		AD_301		AD		chr12		111729871		A		T		0.008909		Non-synonymous		.		P		22.4		.		.		.		.		.

		AD_301		AD		chr12		117330509		G		A		0.061		Synonymous		.		B		3.032		.		.		.		.		.

		AD_301		AD		chr13		20223232		G		A		0.034		Synonymous		.		B		7.249		.		.		.		.		.

		AD_301		AD		chr13		51768742		G		A		0.027		UTR		.		B		0.125		.		.		.		.		.

		AD_301		AD		chr13		101229566		G		A		0.017		Synonymous		.		B		12.2		.		.		.		.		.

		AD_301		AD		chr14		32824423		T		C		0.028		Non-synonymous		.		B		7.357		0.0109		0.005086927		0		0.976		0.209

		AD_301		AD		chr14		71050797		T		A		0.04		Intronic		.		B		8.015		.		.		.		.		.

		AD_301		AD		chr15		88855181		G		A		0.016		Non-synonymous		0.0000413		B		8.499		.		.		.		.		.

		AD_301		AD		chr16		48105064		C		T		0.039		Intronic		.		B		4.314		.		.		.		.		.

		AD_301		AD		chr16		50102302		C		T		0.014		Non-synonymous		.		P		23.2		.		.		.		.		.

		AD_301		AD		chr16		50751814		A		G		0.18		Non-synonymous		.		P		23.5		0.6363		0.072449714		0.64		0.646		0.486

		AD_301		AD		chr16		58114108		T		A		0.031		Intronic		.		B		3.281		.		.		.		.		.

		AD_301		AD		chr16		87830839		C		T		0.02		UTR		.		B		0.897		.		.		.		.		.

		AD_301		AD		chr17		7740484		T		C		0.00885		Synonymous		.		B		12.45		.		.		.		.		.

		AD_301		AD		chr17		55315368		G		C		0.019		Non-synonymous		.		P		27		.		.		.		.		.

		AD_301		AD		chr18		10705458		G		A		0.012		Synonymous		.		B		2.562		.		.		.		.		.

		AD_301		AD		chr18		46572160		C		G		0.022		Non-synonymous		.		P		28.4		.		.		.		.		.

		AD_301		AD		chr19		7456419		C		G		0.015		Intronic		.		B		2.594		.		.		.		.		.

		AD_301		AD		chr19		29674233		C		T		0.009963		Non-synonymous		0.00000414		P		26.9		.		.		.		.		.

		AD_301		AD		chr19		35164151		C		G		0.012		Splicing		.		B		5.18		.		.		.		.		.

		AD_301		AD		chr19		49433491		A		G		0.011		Intronic		.		B		7.261		.		.		.		.		.

		AD_301		AD		chr19		55178281		C		T		0.013		Non-synonymous		0.0000251		P		20.2		.		.		.		.		.

		AD_301		AD		chr20		3270419		T		C		0.036		Splicing		.		B		6.155		.		.		.		.		.

		AD_301		AD		chr21		42119192		G		C		0.019		Non-synonymous		.		P		25.5		.		.		.		.		.

		AD_301		AD		chr22		29145085		A		G		0.014		UTR		.		B		0.627		.		.		.		.		.

		AD_301		AD		chr22		38819597		C		T		0.01		UTR		.		B		7.095		.		.		.		.		.

		AD_301		AD		chr22		43879996		G		A		0.016		UTR		.		B		0.734		.		.		.		.		.

		AD_301		AD		chrX		26194411		C		T		0.037		Non-synonymous		0.00028		B		6.87		0.004		0.004860541		0.006		0.934		.

		AD_301		AD		chrX		97601243		T		C		0.028		UTR		.		B		14.09		.		.		.		.		.

		AD_301		AD		chrX		138985225		C		A		0.064		Intronic		.		B		0.636		.		.		.		.		.

		AD_301		AD		chrX		153906441		G		T		0.013		UTR		.		B		0.059		.		.		.		.		.

		AD_301		AD		chrX		154353275		C		T		0.011		Intronic		.		B		2.211		.		.		.		.		.

		AD_302		AD		chr1		1926961		C		T		0.014		Non-synonymous		.		B		17.37		.		.		.		.		.

		AD_302		AD		chr1		3435817		A		G		0.047		UTR		.		B		2.8		.		.		.		.		.

		AD_302		AD		chr1		25862170		C		A		0.026		UTR		.		B		1.725		.		.		.		.		.

		AD_302		AD		chr1		37554238		T		C		0.064		UTR		.		B		9.071		.		.		.		.		.

		AD_302		AD		chr1		179651068		G		A		0.025		Non-synonymous		.		P		23.8		.		.		.		.		.

		AD_302		AD		chr1		228735441		C		G		0.098		UTR		.		B		12.82		.		.		.		.		.

		AD_302		AD		chr2		21008393		C		T		0.02		Synonymous		.		B		6.224		.		.		.		.		.

		AD_302		AD		chr2		119465790		G		C		0.011		Non-synonymous		.		P		26.9		.		.		.		.		.

		AD_302		AD		chr2		151677957		C		T		0.042		Synonymous		.		B		11.45		.		.		.		.		.

		AD_302		AD		chr2		178564670		G		A		0.008389		Synonymous		.		B		19.9		.		.		.		.		.

		AD_302		AD		chr2		200812418		C		T		0.104		Non-synonymous		.		P		21.7		0.2668		0.904946889		0		0.951		0.192

		AD_302		AD		chr3		13818969		C		T		0.077		Non-synonymous		.		P		24.9		0.5401		0.148837555		1		0.963		0.41

		AD_302		AD		chr3		15065295		G		A		0.043		UTR		.		B		8.753		.		.		.		.		.

		AD_302		AD		chr3		15259771		A		C		0.055		Non-synonymous		.		P		23.5		0.3344		0.067635791		0.896		0.612		0.432

		AD_302		AD		chr3		48256915		C		T		0.011		UTR		.		B		2.324		.		.		.		.		.

		AD_302		AD		chr3		48466739		G		T		0.025		Non-synonymous		.		P		23.4		.		.		.		.		.

		AD_302		AD		chr3		49651738		G		A		0.056		Non-synonymous		.		P		24.9		0.0294		0.009164502		0.001		0.884		0.191

		AD_302		AD		chr3		61748952		G		A		0.016		Non-synonymous		.		P		23.6		.		.		.		.		.

		AD_302		AD		chr3		171687429		C		T		0.06		Synonymous		.		B		5.656		.		.		.		.		.

		AD_302		AD		chr4		663896		C		T		0.015		Intronic		.		B		7.036		.		.		.		.		.

		AD_302		AD		chr4		75810458		G		A		0.012		Synonymous		.		B		3.45		.		.		.		.		.

		AD_302		AD		chr4		81432344		T		C		0.048		Non-synonymous		.		P		31		0.4566		0.108346858		0.937		0.999		0.343

		AD_302		AD		chr5		43280360		C		T		0.056		Synonymous		.		B		0.828		.		.		.		.		.

		AD_302		AD		chr5		141587177		C		T		0.009158		Non-synonymous		.		B		19.07		.		.		.		.		.

		AD_302		AD		chr6		25726430		C		T		0.008741		Non-synonymous		.		P		21.7		.		.		.		.		.

		AD_302		AD		chr6		43299149		C		T		0.046		Non-synonymous		.		B		1.324		0.0177		.		.		0.541		0.346

		AD_302		AD		chr8		18058855		T		C		0.051		Non-synonymous		.		P		25.4		0.6193		0.156266318		0.95		0.894		0.56

		AD_302		AD		chr8		42756975		G		A		0.014		Synonymous		.		B		1.847		.		.		.		.		.

		AD_302		AD		chr8		72214322		G		A		0.143		Intronic		.		B		5.95		.		.		.		.		.

		AD_302		AD		chr8		80633563		A		G		0.012		UTR		.		B		4.036		.		.		.		.		.

		AD_302		AD		chr8		141141538		G		C		0.039		UTR		.		B		1.594		.		.		.		.		.

		AD_302		AD		chr9		97601452		T		C		0.038		UTR		.		B		4.957		.		.		.		.		.

		AD_302		AD		chr9		113517339		T		A		0.05		Intronic		.		B		15.48		.		.		.		.		.

		AD_302		AD		chr9		133520205		C		G		0.024		Synonymous		.		B		5.192		.		.		.		.		.

		AD_302		AD		chr9		137016247		C		T		0.056		Intronic		.		B		3.247		.		.		.		.		.

		AD_302		AD		chr10		72375799		T		C		0.056		Synonymous		.		B		4.4		.		.		.		.		.

		AD_302		AD		chr10		76324374		C		T		0.011		Intronic		.		B		7.217		.		.		.		.		.

		AD_302		AD		chr10		84221234		G		A		0.011		UTR		.		B		0.284		.		.		.		.		.

		AD_302		AD		chr10		99612698		G		A		0.068		Intronic		.		B		0.894		.		.		.		.		.

		AD_302		AD		chr10		103570948		C		T		0.077		Synonymous		.		B		0.078		.		.		.		.		.

		AD_302		AD		chr10		133289987		G		A		0.03		UTR		.		B		0.546		.		.		.		.		.

		AD_302		AD		chr11		12529413		G		T		0.036		UTR		.		B		7.108		.		.		.		.		.

		AD_302		AD		chr11		67050320		G		A		0.024		UTR		.		B		0.225		.		.		.		.		.

		AD_302		AD		chr11		75800551		T		C		0.016		UTR		.		B		4.996		.		.		.		.		.

		AD_302		AD		chr11		78653928		G		T		0.028		UTR		.		B		10.05		.		.		.		.		.

		AD_302		AD		chr11		123627777		G		A		0.1		Intergenic		.		B		6.379		.		.		.		.		.

		AD_302		AD		chr12		1647022		C		T		0.013		UTR		.		B		1.667		.		.		.		.		.

		AD_302		AD		chr12		6548825		C		T		0.049		Non-synonymous		0.00000424		P		23.9		0.265		.		0.426		0.931		0.276

		AD_302		AD		chr12		21906127		G		A		0.009346		Splicing		.		B		17.13		.		.		.		.		.

		AD_302		AD		chr12		52514899		G		T		0.024		UTR		.		B		4.863		.		.		.		.		.

		AD_302		AD		chr12		65464765		A		G		0.044		UTR		.		B		2.287		.		.		.		.		.

		AD_302		AD		chr12		108785896		G		A		0.039		UTR		.		B		0.209		.		.		.		.		.

		AD_302		AD		chr12		109456992		A		T		0.031		Intronic		.		B		2.317		.		.		.		.		.

		AD_302		AD		chr13		44434898		G		C		0.069		Intronic		.		B		6.195		.		.		.		.		.

		AD_302		AD		chr14		23433152		G		A		0.014		Synonymous		.		B		13.65		.		.		.		.		.

		AD_302		AD		chr14		103912403		G		A		0.032		UTR		.		B		1.609		.		.		.		.		.

		AD_302		AD		chr15		26544335		G		A		0.014		UTR		.		B		0.671		.		.		.		.		.

		AD_302		AD		chr15		26880762		G		C		0.025		UTR		.		B		0.011		.		.		.		.		.

		AD_302		AD		chr15		74175927		C		T		0.021		Non-synonymous		0.000152		B		23.1		.		.		.		.		.

		AD_302		AD		chr15		81285729		T		A		0.043		Non-synonymous		.		B		13.03		0.008		0.008053505		0.001		0.177		0.355

		AD_302		AD		chr15		97427889		G		T		0.009058		Intronic		.		B		1.731		.		.		.		.		.

		AD_302		AD		chr15		99973627		A		G		0.013		Splicing		.		B		11.07		.		.		.		.		.

		AD_302		AD		chr16		790467		G		A		0.064		Intronic		.		B		0.547		.		.		.		.		.

		AD_302		AD		chr16		1662419		C		T		0.032		Intronic		.		B		0.144		.		.		.		.		.

		AD_302		AD		chr16		19481534		A		G		0.048		Intronic		.		B		0.832		.		.		.		.		.

		AD_302		AD		chr16		31500542		T		C		0.028		Intronic		.		B		0.863		.		.		.		.		.

		AD_302		AD		chr16		78051891		T		C		0.048		Intronic		.		B		4.901		.		.		.		.		.

		AD_302		AD		chr17		47328367		T		C		0.014		Non-synonymous		.		B		15.13		.		.		.		.		.

		AD_302		AD		chr19		4168489		G		A		0.063		Intronic		.		B		0.011		.		.		.		.		.

		AD_302		AD		chr19		10052644		G		T		0.032		Intronic		.		B		7.283		.		.		.		.		.

		AD_302		AD		chr19		55360720		G		A		0.051		Synonymous		.		B		0.414		.		.		.		.		.

		AD_302		AD		chr20		3673426		C		T		0.051		Non-synonymous		.		P		23.1		0.1804		0.05973251		0.967		0.254		0.406

		AD_302		AD		chr20		5302583		C		T		0.021		Synonymous		.		B		8.416		.		.		.		.		.

		AD_302		AD		chr20		34920571		C		T		0.017		Synonymous		.		B		9.728		.		.		.		.		.

		AD_302		AD		chr22		23695442		C		T		0.114		Intronic		.		B		4.036		.		.		.		.		.

		AD_302		AD		chr22		31136722		A		C		0.038		Non-synonymous		.		P		29.5		0.2184		0.043510132		1		1		0.478

		AD_302		AD		chr22		43063816		G		A		0.044		Synonymous		.		B		1.224		.		.		.		.		.

		AD_302		AD		chrX		13662757		C		A		0.012		Non-synonymous		.		B		6.827		.		.		.		.		.

		AD_302		AD		chrX		26161249		T		C		0.00692		Synonymous		.		B		0.682		.		.		.		.		.

		AD_302		AD		chrX		80676884		C		T		0.031		Non-synonymous		.		P		22.8		.		.		.		.		.

		AD_302		AD		chrX		100820339		C		T		0.061		Intergenic		.		B		8.691		.		.		.		.		.

		AD_302		AD		chrX		107601360		G		A		0.013		Synonymous		.		B		4.203		.		.		.		.		.

		AD_302		AD		chrX		111725054		G		A		0.043		Synonymous		.		B		9.411		.		.		.		.		.

		AD_302		AD		chrX		130074148		C		T		0.03		Splicing		.		B		10.33		.		.		.		.		.

		AD_302		AD		chrX		136877788		G		C		0.038		Intronic		.		B		1.105		.		.		.		.		.

		AD_302		AD		chrX		153961562		G		A		0.009788		Non-synonymous		.		P		27.9		.		.		.		.		.

		AD_299		AD		chr1		1167119		G		A		0.014		Intronic		.		B		14.98		.		.		.		.		.

		AD_299		AD		chr1		26794217		C		T		0.041		Synonymous		.		B		5.885		.		.		.		.		.

		AD_299		AD		chr1		30715160		C		T		0.063		Non-synonymous		.		P		23.4		0.179		0.016792046		0.947		0.87		0.376

		AD_299		AD		chr1		64143470		C		T		0.022		Intronic		.		B		0.41		.		.		.		.		.

		AD_299		AD		chr1		214324753		C		T		0.058		Intronic		.		B		12.74		.		.		.		.		.

		AD_299		AD		chr1		240355780		G		A		0.034		Intronic		.		B		0.185		.		.		.		.		.

		AD_299		AD		chr2		31267788		A		G		0.013		UTR		.		B		3.099		.		.		.		.		.

		AD_299		AD		chr2		102708271		C		T		0.036		Non-synonymous		.		P		35		.		.		.		.		.

		AD_299		AD		chr2		110798665		C		T		0.008837		Non-synonymous		.		P		20.7		.		.		.		.		.

		AD_299		AD		chr2		113062236		G		A		0.096		Synonymous		.		B		0.029		.		.		.		.		.

		AD_299		AD		chr2		165315699		C		T		0.013		Non-synonymous		0.0000123		P		28.5		.		.		.		.		.

		AD_299		AD		chr2		178793491		G		A		0.014		Synonymous		.		B		5.927		.		.		.		.		.

		AD_299		AD		chr2		238147894		C		T		0.041		Non-synonymous		.		B		16.31		0.1466		0.065288278		0		0.209		0.474

		AD_299		AD		chr3		4642241		T		C		0.015		Non-synonymous		0.0000233		B		17.66		.		.		.		.		.

		AD_299		AD		chr3		12351571		C		A		0.014		UTR		.		B		10.34		.		.		.		.		.

		AD_299		AD		chr3		48659073		G		A		0.059		Non-synonymous		.		P		24.4		0.2767		0.071974999		1		0.985		0.646

		AD_299		AD		chr3		143121910		G		A		0.025		Non-synonymous		.		P		25.9		.		.		.		.		.

		AD_299		AD		chr4		95152849		T		C		0.056		Intronic		.		B		1.061		.		.		.		.		.

		AD_299		AD		chr4		116095085		G		A		0.109		Intronic		.		B		0.336		.		.		.		.		.

		AD_299		AD		chr4		161920612		A		T		0.015		Non-synonymous		.		B		18.69		.		.		.		.		.

		AD_299		AD		chr5		15936396		G		A		0.07		Intronic		.		B		0.992		.		.		.		.		.

		AD_299		AD		chr5		77438328		C		A		0.012		Non-synonymous		.		P		22.5		.		.		.		.		.

		AD_299		AD		chr6		37646240		C		G		0.091		Non-synonymous		.		P		28.3		0.174		0.023813299		0.974		0.999		0.734

		AD_299		AD		chr6		70283137		G		A		0.017		UTR		.		B		3.229		.		.		.		.		.

		AD_299		AD		chr6		107068475		C		T		0.013		UTR		.		B		0.829		.		.		.		.		.

		AD_299		AD		chr6		122725896		T		G		0.028		UTR		.		B		7.493		.		.		.		.		.

		AD_299		AD		chr6		124911183		T		G		0.028		Intronic		.		B		0.306		.		.		.		.		.

		AD_299		AD		chr7		157526302		G		A		0.117		Intronic		.		B		0.882		.		.		.		.		.

		AD_299		AD		chr8		17645504		T		C		0.052		UTR		.		B		5.188		.		.		.		.		.

		AD_299		AD		chr8		53881030		C		G		0.02		Non-synonymous		.		B		12.38		.		.		.		.		.

		AD_299		AD		chr9		6588736		A		G		0.055		Intronic		.		B		3.404		.		.		.		.		.

		AD_299		AD		chr9		22451669		C		A		0.011		Non-synonymous		.		B		6.782		.		.		.		.		.

		AD_299		AD		chr9		122270889		G		A		0.037		UTR		.		B		17.19		.		.		.		.		.

		AD_299		AD		chr10		13740408		C		A		0.053		Intronic		.		B		0.213		.		.		.		.		.

		AD_299		AD		chr10		26223834		G		A		0.062		Intronic		.		B		9.441		.		.		.		.		.

		AD_299		AD		chr11		314169		A		G		0.008537		UTR		.		B		11.31		.		.		.		.		.

		AD_299		AD		chr11		3218544		C		T		0.037		Synonymous		.		B		0.61		.		.		.		.		.

		AD_299		AD		chr11		3640084		C		G		0.011		Splicing		.		B		3.807		.		.		.		.		.

		AD_299		AD		chr11		63516582		G		A		0.067		UTR		.		B		0.007		.		.		.		.		.

		AD_299		AD		chr12		8082123		G		C		0.079		UTR		.		B		16.38		.		.		.		.		.

		AD_299		AD		chr12		51095131		G		C		0.019		UTR		.		B		9.204		.		.		.		.		.

		AD_299		AD		chr12		103711484		C		A		0.027		Non-synonymous		0.0000732		B		11.32		0.0111		0.01353377		0.914		0.917		.

		AD_299		AD		chr12		133058679		T		C		0.075		Non-synonymous		.		P		26.3		0.1423		0.056881282		0.999		0.951		0.499

		AD_299		AD		chr13		113159315		C		T		0.035		Intronic		.		B		1.312		.		.		.		.		.

		AD_299		AD		chr14		24218387		G		C		0.064		Non-synonymous		.		P		24.2		0.5192		0.096236862		1		0.518		0.547

		AD_299		AD		chr14		63293126		G		A		0.031		UTR		.		B		7.96		.		.		.		.		.

		AD_299		AD		chr14		99535966		G		A		0.076		Intronic		.		B		6.769		.		.		.		.		.

		AD_299		AD		chr16		1080120		G		A		0.017		UTR		.		B		5.499		.		.		.		.		.

		AD_299		AD		chr16		1205228		C		G		0.068		Non-synonymous		.		P		24.8		0.8693		0.579409699		1		0.918		0.804

		AD_299		AD		chr16		1775325		C		T		0.017		Non-synonymous		.		B		13.46		.		.		.		.		.

		AD_299		AD		chr16		7518470		C		T		0.069		Intronic		.		B		0.652		.		.		.		.		.

		AD_299		AD		chr16		67150080		G		A		0.047		Non-synonymous		.		P		34		0.6508		0.475083226		1		1		0.927

		AD_299		AD		chr16		80540792		G		A		0.008292		Non-synonymous		.		B		8.523		.		.		.		.		.

		AD_299		AD		chr16		88892283		C		A		0.114		Non-synonymous		.		P		20.3		0.1123		0.045386862		0.036		0.739		0.911

		AD_299		AD		chr17		15651883		A		G		0.075		UTR		.		B		13.59		.		.		.		.		.

		AD_299		AD		chr17		31326279		C		T		0.022		Intronic		.		B		1.516		.		.		.		.		.

		AD_299		AD		chr17		48597924		G		A		0.063		Non-synonymous		.		P		26.5		0.4832		0.271358242		0.564		0.983		0.313

		AD_299		AD		chr17		82374612		C		T		0.007862		Synonymous		.		B		7.539		.		.		.		.		.

		AD_299		AD		chr19		15471945		G		A		0.017		Non-synonymous		.		P		34		.		.		.		.		.

		AD_299		AD		chr19		50548707		C		T		0.059		Synonymous		.		B		1.97		.		.		.		.		.

		AD_299		AD		chr20		5593336		T		C		0.044		Synonymous		.		B		18.94		.		.		.		.		.

		AD_299		AD		chr21		41990913		G		A		0.058		Synonymous		.		B		6.977		.		.		.		.		.

		AD_299		AD		chr22		50523966		C		T		0.012		Non-synonymous		0.0000488		B		13.3		.		.		.		.		.

		AD_299		AD		chrY		13251110		A		C		0.067		Non-synonymous		.		P		29.8		.		0.450844135		1		1		.

		AD_1441		AD		chr1		47794658		G		A		0.178		Non-synonymous		.		P		29.5		.		0.580903711		.		.		.

		AD_1441		AD		chr1		50974014		A		G		0.047		Non-synonymous		.		P		33		0.48		0.063996267		0.999		0.999		0.48

		AD_1441		AD		chr1		107436771		G		A		0.066		Synonymous		.		B		10.31		.		.		.		.		.

		AD_1441		AD		chr1		108924030		C		T		0.018		Non-synonymous		0.00039		B		21.9		.		.		.		.		.

		AD_1441		AD		chr1		173992940		T		C		0.03		Non-synonymous		0.00000406		P		21.6		0.5254		0.051895401		0.592		0.801		0.679

		AD_1441		AD		chr1		186115026		T		C		0.052		Intronic		.		B		1.147		.		.		.		.		.

		AD_1441		AD		chr1		209851338		A		G		0.061		Non-synonymous		.		P		34		0.4574		0.147563949		1		1		0.937

		AD_1441		AD		chr2		27232112		G		A		0.017		Non-synonymous		0.0000325		B		11.66		.		.		.		.		.

		AD_1441		AD		chr2		45413234		A		G		0.01		Non-synonymous		.		B		16.61		.		.		.		.		.

		AD_1441		AD		chr2		112832812		C		T		0.012		Non-synonymous		0.0000447		B		14.09		.		.		.		.		.

		AD_1441		AD		chr2		150469511		T		C		0.024		UTR		.		B		17.27		.		.		.		.		.

		AD_1441		AD		chr2		178773635		G		A		0.016		Non-synonymous		.		P		21.5		.		.		.		.		.

		AD_1441		AD		chr2		191687804		A		G		0.101		UTR		.		B		4.199		.		.		.		.		.

		AD_1441		AD		chr2		215019783		C		T		0.06		Non-synonymous		0.0000041		P		21.5		0.0594		0.00208153		0.325		0.756		0.276

		AD_1441		AD		chr2		237098257		A		G		0.013		UTR		.		B		7.07		.		.		.		.		.

		AD_1441		AD		chr3		114339042		A		C		0.006345		Non-synonymous		.		P		33		.		.		.		.		.

		AD_1441		AD		chr4		122742422		A		G		0.018		Non-synonymous		.		B		7.864		.		.		.		.		.

		AD_1441		AD		chr5		37352808		C		A		0.008048		Non-synonymous		.		P		22.9		.		.		.		.		.

		AD_1441		AD		chr5		146340279		G		A		0.013		Synonymous		.		B		12.95		.		.		.		.		.

		AD_1441		AD		chr6		111307440		C		T		0.01		Non-synonymous		0.0000325		P		22.8		.		.		.		.		.

		AD_1441		AD		chr6		163568023		A		G		0.067		UTR		.		B		1.808		.		.		.		.		.

		AD_1441		AD		chr7		4769217		A		T		0.115		UTR		.		B		2.142		.		.		.		.		.

		AD_1441		AD		chr7		105963264		G		A		0.026		UTR		.		B		2.733		.		.		.		.		.

		AD_1441		AD		chr7		120733013		T		A		0.01		Non-synonymous		.		P		26.1		.		.		.		.		.

		AD_1441		AD		chr7		141750372		T		C		0.008278		UTR		.		B		4.289		.		.		.		.		.

		AD_1441		AD		chr8		22082061		C		T		0.011		UTR		.		B		6.112		.		.		.		.		.

		AD_1441		AD		chr8		132034801		G		A		0.017		Non-synonymous		.		B		13.12		.		.		.		.		.

		AD_1441		AD		chr9		214912		C		T		0.027		Non-synonymous		.		P		21.9		.		.		.		.		.

		AD_1441		AD		chr10		26273645		G		C		0.027		Non-synonymous		.		P		31		0.5021		0.086394449		1		1		0.887

		AD_1441		AD		chr10		70743441		T		A		0.049		Intronic		.		B		2.879		.		.		.		.		.

		AD_1441		AD		chr10		114439296		G		C		0.018		Intronic		.		B		2.949		.		.		.		.		.

		AD_1441		AD		chr11		58709657		C		T		0.126		UTR		.		B		0.963		.		.		.		.		.

		AD_1441		AD		chr11		66698602		G		C		0.056		Intronic		.		B		3.18		.		.		.		.		.

		AD_1441		AD		chr11		72095260		T		C		0.016		UTR		.		B		2.822		.		.		.		.		.

		AD_1441		AD		chr11		123754639		C		T		0.096		Intergenic		.		B		1.417		.		.		.		.		.

		AD_1441		AD		chr11		125351306		A		T		0.114		Non-synonymous		.		P		24		0.4408		0.692946328		0.008		1		0.979

		AD_1441		AD		chr12		40557537		G		A		0.00936		Intronic		.		B		3.174		.		.		.		.		.

		AD_1441		AD		chr12		47745732		T		C		0.02		UTR		.		B		2.642		.		.		.		.		.

		AD_1441		AD		chr12		55469780		C		T		0.017		Non-synonymous		0.000138		B		21.2		.		.		.		.		.

		AD_1441		AD		chr14		45135824		C		T		0.049		Intergenic		.		B		4.488		.		.		.		.		.

		AD_1441		AD		chr14		61996357		C		A		0.012		Non-synonymous		.		B		17.38		.		.		.		.		.

		AD_1441		AD		chr14		91321382		C		A		0.053		Intronic		.		B		4.192		.		.		.		.		.

		AD_1441		AD		chr15		40809582		G		A		0.037		Intronic		.		B		3.967		.		.		.		.		.

		AD_1441		AD		chr15		79018026		C		T		0.023		Intronic		.		B		2.884		.		.		.		.		.

		AD_1441		AD		chr17		59893157		C		T		0.107		UTR		.		B		17.58		.		.		.		.		.

		AD_1441		AD		chr17		74449516		G		A		0.11		Intronic		.		B		1.105		.		.		.		.		.

		AD_1441		AD		chr19		55431516		T		C		0.015		UTR		.		B		5.517		.		.		.		.		.

		AD_1441		AD		chr20		8882268		A		G		0.076		UTR		.		B		13.18		.		.		.		.		.

		AD_1441		AD		chr20		37944835		C		T		0.084		UTR		.		B		3.874		.		.		.		.		.

		AD_1441		AD		chr20		38539761		A		G		0.138		Intronic		.		B		12.16		.		.		.		.		.

		AD_1441		AD		chr21		32656801		C		T		0.016		Non-synonymous		.		P		26.3		.		.		.		.		.

		AD_1441		AD		chr22		31345432		G		C		0.031		Synonymous		.		B		18.46		.		.		.		.		.

		AD_1441		AD		chrX		12975153		C		A		0.048		UTR		.		B		11.73		.		.		.		.		.

		AD_1441		AD		chrX		70425175		C		G		0.053		Intronic		.		B		4.711		.		.		.		.		.

		AD_1441		AD		chrX		101148141		G		A		0.191		Non-synonymous		.		P		22.2		0.0657		0.009276821		0.354		0.958		0.718

		AD_316		AD		chr2		209730310		G		A		0.006766		Synonymous		.		B		2.629		.		.		.		.		.

		AD_316		AD		chr3		97791777		T		A		0.00692		Non-synonymous		.		P		24.5		.		.		.		.		.

		AD_316		AD		chr5		79763308		C		T		0.07		Intronic		.		B		0.72		.		.		.		.		.

		AD_316		AD		chr9		93318039		C		T		0.007026		Non-synonymous		.		B		2.588		.		.		.		.		.

		AD_316		AD		chr11		78669549		C		T		0.017		Non-synonymous		0.0000366		B		12.58		.		.		.		.		.

		AD_316		AD		chr11		103062317		C		T		0.006916		Non-synonymous		.		B		6.864		.		.		.		.		.

		AD_316		AD		chr12		6557283		T		C		0.009524		Non-synonymous		.		B		14.28		.		.		.		.		.

		AD_316		AD		chr16		84663237		C		T		0.01		Intronic		.		B		0.172		.		.		.		.		.

		AD_316		AD		chr17		20096671		C		G		0.006274		Non-synonymous		.		P		22.9		.		.		.		.		.

		AD_316		AD		chr18		76361805		C		A		0.017		UTR		.		B		2.003		.		.		.		.		.

		AD_316		AD		chr20		32787366		G		A		0.024		Non-synonymous		0.0000244		B		15.23		.		.		.		.		.

		AD_316		AD		chr22		30665480		A		G		0.019		Intronic		.		B		3.084		.		.		.		.		.

		AD_309		AD		chr1		151050496		A		T		0.019		UTR		.		B		9.443		.		.		.		.		.

		AD_309		AD		chr1		225920109		T		G		0.033		UTR		.		B		1.096		.		.		.		.		.

		AD_309		AD		chr2		20685925		T		A		0.107		UTR		.		B		3.726		.		.		.		.		.

		AD_309		AD		chr2		25235827		T		C		0.03		Non-synonymous		.		P		27.8		.		.		.		.		.

		AD_309		AD		chr2		37099818		T		C		0.012		UTR		.		B		12.95		.		.		.		.		.

		AD_309		AD		chr2		135124279		G		A		0.024		Intronic		.		B		7.677		.		.		.		.		.

		AD_309		AD		chr2		170214862		G		A		0.138		Intronic		.		B		18.66		.		.		.		.		.

		AD_309		AD		chr2		173222569		C		G		0.127		UTR		.		B		1.42		.		.		.		.		.

		AD_309		AD		chr2		178715518		G		T		0.022		Non-synonymous		.		P		25.5		.		.		.		.		.

		AD_309		AD		chr2		218690527		A		G		0.023		Non-synonymous		.		P		24		.		.		.		.		.

		AD_309		AD		chr3		42685806		T		C		0.146		Non-synonymous		.		P		25.4		0.5397		0.387709954		0.994		0.968		0.734

		AD_309		AD		chr3		119616087		C		T		0.028		Non-synonymous		.		B		9.432		.		.		.		.		.

		AD_309		AD		chr3		129134831		C		T		0.115		Non-synonymous		.		P		24.3		.		0.049201121		.		.		.

		AD_309		AD		chr3		183663527		A		G		0.111		Synonymous		.		B		9.138		.		.		.		.		.

		AD_309		AD		chr4		30975094		A		G		0.018		Intronic		.		B		1.36		.		.		.		.		.

		AD_309		AD		chr4		137529737		G		A		0.014		Splicing		.		B		18.7		.		.		.		.		.

		AD_309		AD		chr4		155710489		C		A		0.17		Intronic		.		B		1.041		.		.		.		.		.

		AD_309		AD		chr4		182796723		C		A		0.211		Non-synonymous		.		P		26.3		0.7522		0.180101416		1		0.91		0.49

		AD_309		AD		chr4		183685149		G		A		0.155		Splicing		.		B		13.21		.		.		.		.		.

		AD_309		AD		chr5		34808709		A		G		0.158		Intronic		.		B		1.513		.		.		.		.		.

		AD_309		AD		chr5		97137265		G		T		0.017		Intronic		.		B		3.315		.		.		.		.		.

		AD_309		AD		chr6		16304950		G		A		0.012		UTR		.		B		9.27		.		.		.		.		.

		AD_309		AD		chr6		88140807		C		T		0.019		UTR		.		B		0.413		.		.		.		.		.

		AD_309		AD		chr6		97231476		T		C		0.013		Synonymous		.		B		7.654		.		.		.		.		.

		AD_309		AD		chr6		111389093		A		G		0.018		Intronic		.		B		2.888		.		.		.		.		.

		AD_309		AD		chr6		158158427		A		C		0.022		UTR		.		B		11.34		.		.		.		.		.

		AD_309		AD		chr7		2526878		G		A		0.017		Non-synonymous		0.0000367		B		13.38		.		.		.		.		.

		AD_309		AD		chr7		100812966		C		T		0.015		Synonymous		.		B		1.754		.		.		.		.		.

		AD_309		AD		chr7		151066994		G		A		0.072		Non-synonymous		.		P		28.6		.		.		.		.		.

		AD_309		AD		chr8		92102966		G		A		0.055		UTR		.		B		18.41		.		.		.		.		.

		AD_309		AD		chr9		20820902		A		G		0.012		Intronic		.		B		12.82		.		.		.		.		.

		AD_309		AD		chr9		129148507		T		C		0.02		UTR		.		B		0.536		.		.		.		.		.

		AD_309		AD		chr10		119038269		C		T		0.129		Non-synonymous		.		B		16.74		0.0301		0.009139206		0.017		0.9		0.373

		AD_309		AD		chr11		61302807		G		C		0.021		Intronic		.		B		5.474		.		.		.		.		.

		AD_309		AD		chr11		118312272		C		G		0.016		Intronic		.		B		3.688		.		.		.		.		.

		AD_309		AD		chr12		6347473		C		A		0.021		UTR		.		B		1.604		.		.		.		.		.

		AD_309		AD		chr12		50331628		A		C		0.078		Intronic		.		B		5.319		.		.		.		.		.

		AD_309		AD		chr13		73845921		C		T		0.03		Synonymous		.		B		18.98		.		.		.		.		.

		AD_309		AD		chr14		73886744		C		G		0.017		UTR		.		B		1.476		.		.		.		.		.

		AD_309		AD		chr16		2084558		C		T		0.105		Non-synonymous		.		P		20.6		0.4632		0.145100272		0.941		0.982		0.222

		AD_309		AD		chr17		2800493		G		A		0.107		Intronic		.		B		2.24		.		.		.		.		.

		AD_309		AD		chr18		13885052		G		A		0.02		Non-synonymous		0.0000569		B		17.8		.		.		.		.		.

		AD_309		AD		chr18		45984206		G		C		0.158		UTR		.		B		4.954		.		.		.		.		.

		AD_309		AD		chr19		50979977		C		A		0.069		Intronic		.		B		3.141		.		.		.		.		.

		AD_309		AD		chr19		57927048		C		T		0.00657		Non-synonymous		.		B		3.419		.		.		.		.		.

		AD_309		AD		chr22		31442172		G		A		0.039		Intronic		.		B		0.899		.		.		.		.		.

		AD_309		AD		chr22		37226620		G		A		0.038		Intronic		.		B		2.136		.		.		.		.		.

		AD_309		AD		chrX		30687607		A		T		0.03		Non-synonymous		.		B		11.36		.		.		.		.		.

		AD_309		AD		chrX		53985770		T		C		0.08		Non-synonymous		.		B		3.086		0.0127		0.004576027		.		0.782		0.182

		AD_309		AD		chrX		100667231		A		G		0.055		Intronic		.		B		4.642		.		.		.		.		.

		AD_309		AD		chrX		103825582		C		T		0.074		Non-synonymous		.		P		29.3		0.7145		0.796243913		1		1		0.955

		AD_309		AD		chrM		9753		G		A		0.033		Non-synonymous		.		B		.		.		.		.		.		.

		AD_309		AD		chrM		9781		T		C		0.03		Non-synonymous		.		B		.		.		.		.		.		.

		AD_310		AD		chr1		36806283		C		T		0.043		Non-synonymous		.		P		23.2		0.0262		0.006810212		0.01		0.805		0.376

		AD_310		AD		chr1		85034356		A		G		0.106		Intronic		.		B		1.442		.		.		.		.		.

		AD_310		AD		chr1		100518308		C		G		0.005698		UTR		.		B		4.188		.		.		.		.		.

		AD_310		AD		chr1		107455608		C		T		0.025		Intronic		.		B		2.636		.		.		.		.		.

		AD_310		AD		chr1		119925452		C		G		0.018		Non-synonymous		.		P		26.8		.		.		.		.		.

		AD_310		AD		chr1		160332438		G		T		0.064		Intronic		.		B		19.21		.		.		.		.		.

		AD_310		AD		chr1		205932945		C		T		0.02		Non-synonymous		.		P		25.5		.		.		.		.		.

		AD_310		AD		chr2		121765217		C		T		0.029		Synonymous		.		B		2.906		.		.		.		.		.

		AD_310		AD		chr2		200656858		A		C		0.021		Non-synonymous		.		P		29.3		.		.		.		.		.

		AD_310		AD		chr2		215408175		C		T		0.103		Synonymous		.		B		0.393		.		.		.		.		.

		AD_310		AD		chr2		238848119		C		A		0.041		UTR		.		B		17.28		.		.		.		.		.

		AD_310		AD		chr2		239983715		T		C		0.035		Splicing		.		B		1.785		.		.		.		.		.

		AD_310		AD		chr2		240787310		C		T		0.012		Non-synonymous		.		P		23		.		.		.		.		.

		AD_310		AD		chr3		37508646		G		A		0.016		Intronic		.		B		5.778		.		.		.		.		.

		AD_310		AD		chr3		44401151		G		T		0.096		UTR		.		B		0.015		.		.		.		.		.

		AD_310		AD		chr3		48591736		G		A		0.063		Non-synonymous		.		P		22.4		0.1335		0.026215866		0.998		0.808		0.595

		AD_310		AD		chr3		63678208		C		T		0.069		UTR		.		B		0.438		.		.		.		.		.

		AD_310		AD		chr3		194498692		G		T		0.02		Intronic		.		B		0.863		.		.		.		.		.

		AD_310		AD		chr4		1099628		C		T		0.049		Intronic		.		B		1.554		.		.		.		.		.

		AD_310		AD		chr4		78429169		G		T		0.018		Non-synonymous		.		B		8.935		.		.		.		.		.

		AD_310		AD		chr4		173529274		C		G		0.031		Non-synonymous		.		P		23.4		.		.		.		.		.

		AD_310		AD		chr5		1294149		G		A		0.032		Non-synonymous		.		B		9.385		0.7749		0.431370801		0.012		0.645		.

		AD_310		AD		chr5		141865259		G		A		0.032		Non-synonymous		.		P		23		.		.		.		.		.

		AD_310		AD		chr5		149335726		G		C		0.097		Splicing		.		B		4.394		.		.		.		.		.

		AD_310		AD		chr6		107635323		G		A		0.014		Non-synonymous		0.0000122		P		29.4		.		.		.		.		.

		AD_310		AD		chr6		137877213		C		T		0.017		Non-synonymous		.		P		36		.		.		.		.		.

		AD_310		AD		chr7		22822300		T		C		0.007541		UTR		.		B		9.805		.		.		.		.		.

		AD_310		AD		chr7		101932641		T		G		0.013		Intronic		.		B		13.43		.		.		.		.		.

		AD_310		AD		chr7		122013567		A		C		0.023		Synonymous		.		B		6.666		.		.		.		.		.

		AD_310		AD		chr7		132508520		C		A		0.033		Non-synonymous		.		B		18.45		0.0128		0.002750569		0.249		0.823		0.538

		AD_310		AD		chr7		159030746		G		T		0.087		Non-synonymous		.		B		12.77		0.0681		0.009646672		0		0		0.207

		AD_310		AD		chr8		91970769		G		C		0.018		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_310		AD		chr8		98429211		A		G		0.008264		Non-synonymous		.		P		26.6		.		.		.		.		.

		AD_310		AD		chr8		107989195		C		T		0.016		Synonymous		.		B		10.65		.		.		.		.		.

		AD_310		AD		chr9		18574246		T		A		0.012		Non-synonymous		.		P		26.9		.		.		.		.		.

		AD_310		AD		chr9		84873739		C		T		0.071		UTR		.		B		8.421		.		.		.		.		.

		AD_310		AD		chr9		137165482		C		T		0.022		Intronic		.		B		0.986		.		.		.		.		.

		AD_310		AD		chr11		63220072		A		T		0.029		Intronic		.		B		4.918		.		.		.		.		.

		AD_310		AD		chr11		114063438		C		T		0.01		Synonymous		.		B		8.655		.		.		.		.		.

		AD_310		AD		chr12		40520763		G		A		0.027		Intronic		.		B		3.17		.		.		.		.		.

		AD_310		AD		chr12		68804880		T		C		0.044		Intergenic		.		B		13.31		.		.		.		.		.

		AD_310		AD		chr12		113010108		A		G		0.094		UTR		.		B		2.415		.		.		.		.		.

		AD_310		AD		chr12		120117549		C		A		0.046		Intronic		.		B		5.409		.		.		.		.		.

		AD_310		AD		chr13		96833094		C		T		0.031		Non-synonymous		0.0000249		P		28.3		0.7022		0.134263214		1		0.999		0.565

		AD_310		AD		chr14		64052277		G		A		0.012		Synonymous		.		B		5.411		.		.		.		.		.

		AD_310		AD		chr14		75641008		C		T		0.027		Non-synonymous		0.00000812		P		24.8		.		.		.		.		.

		AD_310		AD		chr14		103532665		C		A		0.013		Non-synonymous		.		P		22.5		.		.		.		.		.

		AD_310		AD		chr15		42141763		C		T		0.015		UTR		.		B		2.243		.		.		.		.		.

		AD_310		AD		chr16		53287999		T		C		0.032		Synonymous		.		B		11.07		.		.		.		.		.

		AD_310		AD		chr16		84195952		G		A		0.03		Non-synonymous		.		P		23.2		.		.		.		.		.

		AD_310		AD		chr17		42614634		G		A		0.00761		Non-synonymous		.		P		28.5		.		.		.		.		.

		AD_310		AD		chr19		18123988		C		T		0.038		Non-synonymous		.		B		11.89		0.0503		0.01508741		0.034		0.973		0.338

		AD_310		AD		chr19		37885054		G		A		0.019		Non-synonymous		0.0000636		B		16.43		.		.		.		.		.

		AD_310		AD		chr19		45069231		C		T		0.053		Synonymous		.		B		20.2		.		.		.		.		.

		AD_310		AD		chr19		49636907		C		A		0.03		Non-synonymous		.		P		24.9		.		.		.		.		.

		AD_310		AD		chr19		53898041		C		T		0.021		Non-synonymous		.		B		13.02		.		.		.		.		.

		AD_310		AD		chr20		25491601		C		T		0.108		Intronic		.		B		1.908		.		.		.		.		.

		AD_310		AD		chr20		63344611		A		G		0.051		UTR		.		B		0.945		.		.		.		.		.

		AD_310		AD		chr22		23059506		G		A		0.022		Non-synonymous		0.0000122		P		22.5		.		.		.		.		.

		AD_310		AD		chr22		30495917		C		T		0.072		Intronic		.		B		0.002		.		.		.		.		.

		AD_310		AD		chr22		31805017		T		G		0.067		Intronic		.		B		10.01		.		.		.		.		.

		AD_310		AD		chr22		36261747		T		C		0.034		Intronic		.		B		2.013		.		.		.		.		.

		AD_310		AD		chr22		40264970		C		G		0.018		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_310		AD		chrX		103724168		G		A		0.021		Non-synonymous		.		P		23.1		.		.		.		.		.

		AD_310		AD		chrX		108601944		C		T		0.082		Non-synonymous		.		P		21.9		0.8948		0.758372028		0.999		0.201		0.431

		AD_310		AD		chrX		141894677		C		T		0.084		UTR		.		B		0.25		.		.		.		.		.

		AD_311		AD		chr1		11712404		C		T		0.014		Synonymous		.		B		2.151		.		.		.		.		.

		AD_311		AD		chr2		218961194		C		T		0.095		UTR		.		B		7.548		.		.		.		.		.

		AD_311		AD		chr3		48459679		C		A		0.018		Intronic		.		B		1.019		.		.		.		.		.

		AD_311		AD		chr3		52502133		C		T		0.06		Intronic		.		B		1.902		.		.		.		.		.

		AD_311		AD		chr4		154535544		A		G		0.034		UTR		.		B		1.739		.		.		.		.		.

		AD_311		AD		chr5		140927803		C		T		0.015		Non-synonymous		.		B		17.77		.		.		.		.		.

		AD_311		AD		chr8		143917772		G		A		0.009398		Non-synonymous		0.00000406		P		34		.		.		.		.		.

		AD_311		AD		chr15		90644219		G		A		0.252		UTR		.		B		8.092		.		.		.		.		.

		AD_311		AD		chr16		3317839		C		T		0.026		Synonymous		.		B		8.761		.		.		.		.		.

		AD_311		AD		chr18		45727376		C		T		0.053		Synonymous		.		B		2.631		.		.		.		.		.

		AD_311		AD		chr19		14451954		C		T		0.042		Non-synonymous		0.0000827		P		24.5		.		.		.		.		.

		AD_311		AD		chr22		31933934		C		A		0.024		Intronic		.		B		6.361		.		.		.		.		.

		AD_311		AD		chr22		49919266		G		A		0.027		Non-synonymous		0.00000406		P		34		.		.		.		.		.

		AD_1444		AD		chr1		1046844		G		A		0.028		Non-synonymous		.		B		15.11		0.2044		0.042135469		0.001		0.476		0.106

		AD_1444		AD		chr1		15060129		C		T		0.013		Intronic		.		B		0.24		.		.		.		.		.

		AD_1444		AD		chr1		32471480		C		T		0.006289		Non-synonymous		0.0000991		P		22.9		.		.		.		.		.

		AD_1444		AD		chr1		33546106		G		A		0.013		Non-synonymous		.		P		24		.		.		.		.		.

		AD_1444		AD		chr1		39680144		A		C		0.036		UTR		.		B		5.83		.		.		.		.		.

		AD_1444		AD		chr1		74636399		G		A		0.023		Non-synonymous		.		P		24.7		.		.		.		.		.

		AD_1444		AD		chr1		102962742		C		A		0.027		Non-synonymous		.		P		26.8		.		.		.		.		.

		AD_1444		AD		chr1		176840297		G		A		0.041		Intronic		.		B		0.534		.		.		.		.		.

		AD_1444		AD		chr1		176965212		G		A		0.04		Non-synonymous		.		P		39		.		.		.		.		.

		AD_1444		AD		chr1		186174625		T		G		0.036		Non-synonymous		.		P		24.1		0.5126		0.081601646		0.879		0.979		0.524

		AD_1444		AD		chr1		201067011		G		T		0.02		Intronic		.		B		7.972		.		.		.		.		.

		AD_1444		AD		chr1		209618573		G		A		0.026		Non-synonymous		.		P		37		.		.		.		.		.

		AD_1444		AD		chr1		232443655		G		A		0.016		Synonymous		.		B		7.374		.		.		.		.		.

		AD_1444		AD		chr2		85754936		C		T		0.034		Synonymous		.		B		20.4		.		.		.		.		.

		AD_1444		AD		chr2		96114085		C		T		0.017		UTR		.		B		13.62		.		.		.		.		.

		AD_1444		AD		chr2		178620319		G		A		0.024		Non-synonymous		.		P		28.1		.		.		.		.		.

		AD_1444		AD		chr2		186680852		T		A		0.022		UTR		.		B		6.155		.		.		.		.		.

		AD_1444		AD		chr2		206306107		G		T		0.012		Non-synonymous		.		P		23.3		.		.		.		.		.

		AD_1444		AD		chr2		219562399		C		T		0.079		Splicing		.		B		12.08		.		.		.		.		.

		AD_1444		AD		chr2		237756025		G		A		0.07		Intronic		.		B		0.122		.		.		.		.		.

		AD_1444		AD		chr3		46673446		G		A		0.015		Intronic		.		B		5.061		.		.		.		.		.

		AD_1444		AD		chr3		50320784		T		C		0.024		UTR		.		B		7.014		.		.		.		.		.

		AD_1444		AD		chr3		111708043		G		A		0.013		Non-synonymous		0.00000406		P		39		.		.		.		.		.

		AD_1444		AD		chr3		138497950		C		G		0.078		Intronic		.		B		4.622		.		.		.		.		.

		AD_1444		AD		chr3		149965823		A		G		0.026		UTR		.		B		21		.		.		.		.		.

		AD_1444		AD		chr4		87357447		A		C		0.025		Intronic		.		B		5.546		.		.		.		.		.

		AD_1444		AD		chr4		174506878		C		T		0.053		UTR		.		B		4.393		.		.		.		.		.

		AD_1444		AD		chr5		91368885		A		C		0.054		UTR		.		B		15.47		.		.		.		.		.

		AD_1444		AD		chr5		92890257		C		T		0.092		Intronic		.		B		9.508		.		.		.		.		.

		AD_1444		AD		chr5		128336144		C		T		0.032		Intronic		.		B		0.024		.		.		.		.		.

		AD_1444		AD		chr5		141101357		C		T		0.082		Synonymous		.		B		5.291		.		.		.		.		.

		AD_1444		AD		chr6		36322422		G		A		0.08		Non-synonymous		0.0000366		P		23.8		0.067		0.008819167		0.993		0.992		.

		AD_1444		AD		chr6		39191609		G		A		0.034		Non-synonymous		.		P		25.9		0.048		0.017931739		0.997		0.999		0.475

		AD_1444		AD		chr6		50715069		C		A		0.141		Intronic		.		B		19.8		.		.		.		.		.

		AD_1444		AD		chr6		112191667		A		G		0.063		Synonymous		.		B		13.02		.		.		.		.		.

		AD_1444		AD		chr7		75544909		G		C		0.081		Intronic		.		B		0.287		.		.		.		.		.

		AD_1444		AD		chr7		76000885		C		T		0.028		Splicing		.		B		7.542		.		.		.		.		.

		AD_1444		AD		chr7		99916604		A		T		0.088		Intronic		.		B		3.47		.		.		.		.		.

		AD_1444		AD		chr7		117665528		C		A		0.032		Non-synonymous		.		P		23.9		.		.		.		.		.

		AD_1444		AD		chr7		134247618		C		G		0.009756		Synonymous		.		B		3.755		.		.		.		.		.

		AD_1444		AD		chr7		137018838		T		C		0.023		UTR		.		B		5.678		.		.		.		.		.

		AD_1444		AD		chr7		137395624		C		T		0.024		Non-synonymous		.		P		25.3		.		.		.		.		.

		AD_1444		AD		chr9		35107036		A		C		0.105		Intronic		.		B		2.741		.		.		.		.		.

		AD_1444		AD		chr9		38015406		C		T		0.028		UTR		.		B		1.484		.		.		.		.		.

		AD_1444		AD		chr9		76392408		T		A		0.009763		Intronic		.		B		3.197		.		.		.		.		.

		AD_1444		AD		chr9		84811894		G		A		0.058		UTR		.		B		6.812		.		.		.		.		.

		AD_1444		AD		chr9		116377771		C		T		0.061		Intronic		.		B		5.039		.		.		.		.		.

		AD_1444		AD		chr9		119214044		C		T		0.014		Non-synonymous		0.0000407		B		16.68		.		.		.		.		.

		AD_1444		AD		chr9		134814027		C		T		0.014		Synonymous		.		B		6.062		.		.		.		.		.

		AD_1444		AD		chr9		135120944		T		C		0.067		UTR		.		B		18.58		.		.		.		.		.

		AD_1444		AD		chr10		34111225		C		T		0.047		Non-synonymous		.		P		24		0.0732		0.018744216		0.998		0.56		0.184

		AD_1444		AD		chr10		60069244		G		A		0.038		Synonymous		.		B		7.371		.		.		.		.		.

		AD_1444		AD		chr10		68963409		C		G		0.042		Non-synonymous		.		P		25.2		0.1129		0.026357318		0.996		0.992		0.736

		AD_1444		AD		chr10		91264415		A		G		0.095		Intronic		.		B		7.123		.		.		.		.		.

		AD_1444		AD		chr10		94735728		A		G		0.041		UTR		.		B		9.606		.		.		.		.		.

		AD_1444		AD		chr10		95354861		G		A		0.016		Intronic		.		B		2.235		.		.		.		.		.

		AD_1444		AD		chr10		119162562		A		G		0.081		Intronic		.		B		2.981		.		.		.		.		.

		AD_1444		AD		chr11		26721600		G		A		0.051		Non-synonymous		0.00000813		P		35		.		.		.		.		.

		AD_1444		AD		chr11		27368640		G		A		0.008224		Non-synonymous		.		P		31		.		.		.		.		.

		AD_1444		AD		chr11		63574618		C		T		0.021		UTR		.		B		4.796		.		.		.		.		.

		AD_1444		AD		chr11		68615354		A		G		0.033		Intronic		.		B		9.63		.		.		.		.		.

		AD_1444		AD		chr11		78658262		C		T		0.019		Synonymous		.		B		0.166		.		.		.		.		.

		AD_1444		AD		chr11		108222577		C		A		0.012		UTR		.		B		9.364		.		.		.		.		.

		AD_1444		AD		chr11		125943693		T		C		0.00955		Intronic		.		B		3.313		.		.		.		.		.

		AD_1444		AD		chr12		7690413		G		C		0.018		Non-synonymous		.		B		17.05		.		.		.		.		.

		AD_1444		AD		chr12		8854219		T		G		0.032		Non-synonymous		.		B		16.83		.		.		.		.		.

		AD_1444		AD		chr12		51064638		G		C		0.042		Non-synonymous		.		P		27.1		0.0758		0.012193382		1		0.891		0.431

		AD_1444		AD		chr12		119784190		A		G		0.034		Splicing		.		B		20.8		.		.		.		.		.

		AD_1444		AD		chr13		36853563		G		A		0.018		Synonymous		.		B		10.36		.		.		.		.		.

		AD_1444		AD		chr13		113651755		G		A		0.051		Intronic		.		B		2.056		.		.		.		.		.

		AD_1444		AD		chr14		20316482		C		T		0.023		Synonymous		.		B		12.63		.		.		.		.		.

		AD_1444		AD		chr14		22766626		C		A		0.01		Synonymous		.		B		7.044		.		.		.		.		.

		AD_1444		AD		chr14		76499825		C		G		0.032		Intronic		.		B		0.485		.		.		.		.		.

		AD_1444		AD		chr15		73321515		G		A		0.033		UTR		.		B		11.83		.		.		.		.		.

		AD_1444		AD		chr15		75786322		G		A		0.079		Intronic		.		B		0.084		.		.		.		.		.

		AD_1444		AD		chr15		77613931		G		A		0.056		UTR		.		B		8.24		.		.		.		.		.

		AD_1444		AD		chr16		1363463		T		A		0.026		UTR		.		B		14.26		.		.		.		.		.

		AD_1444		AD		chr16		28990207		T		C		0.033		Non-synonymous		.		B		5.188		.		.		.		.		.

		AD_1444		AD		chr16		84327025		C		T		0.02		Intronic		.		B		5.416		.		.		.		.		.

		AD_1444		AD		chr17		19415798		C		T		0.017		Non-synonymous		0.0000163		P		24.4		.		.		.		.		.

		AD_1444		AD		chr17		42911236		G		A		0.013		Non-synonymous		0.0000122		P		25.3		.		.		.		.		.

		AD_1444		AD		chr17		44932159		T		C		0.044		Non-synonymous		.		P		23.4		0.2473		0.067486969		0.925		.		0.207

		AD_1444		AD		chr17		80346853		G		A		0.031		Non-synonymous		.		P		27.6		0.2465		0.025240055		0.989		1		.

		AD_1444		AD		chr17		80381670		G		A		0.01		Non-synonymous		0.0000122		P		20.4		.		.		.		.		.

		AD_1444		AD		chr18		26854794		T		A		0.025		UTR		.		B		11.71		.		.		.		.		.

		AD_1444		AD		chr19		3770136		C		T		0.04		UTR		.		B		0.262		.		.		.		.		.

		AD_1444		AD		chr19		5245980		C		T		0.015		Non-synonymous		.		P		27.5		.		.		.		.		.

		AD_1444		AD		chr19		7141691		G		A		0.007645		Non-synonymous		.		P		42		.		.		.		.		.

		AD_1444		AD		chr19		35505763		A		G		0.013		Splicing		.		B		12.18		.		.		.		.		.

		AD_1444		AD		chr19		35555461		G		T		0.023		Synonymous		.		B		14.77		.		.		.		.		.

		AD_1444		AD		chr19		56205707		G		C		0.09		Intronic		.		B		0.322		.		.		.		.		.

		AD_1444		AD		chr20		4859370		C		A		0.012		Non-synonymous		.		P		26.7		.		.		.		.		.

		AD_1444		AD		chr20		38355503		C		T		0.076		Intronic		.		B		1.023		.		.		.		.		.

		AD_1444		AD		chr22		36504657		C		T		0.083		Non-synonymous		.		P		24.7		0.1953		0.024314647		0.999		0.985		0.551

		AD_1444		AD		chrX		69529057		G		A		0.023		Non-synonymous		.		P		38		.		.		.		.		.

		AD_1444		AD		chrX		130014259		C		T		0.016		Non-synonymous		.		P		25.1		.		.		.		.		.

		AD_317		AD		chr3		40394621		G		C		0.196		Intronic		.		B		0.807		.		.		.		.		.

		AD_317		AD		chr3		161234873		T		A		0.017		Intronic		.		B		8.363		.		.		.		.		.

		AD_317		AD		chr4		38698384		G		A		0.047		UTR		.		B		13.62		.		.		.		.		.

		AD_317		AD		chr4		56314076		C		T		0.02		Non-synonymous		.		B		4.319		.		.		.		.		.

		AD_317		AD		chr5		32173999		C		A		0.067		Synonymous		.		B		21.2		.		.		.		.		.

		AD_317		AD		chr5		75029804		T		C		0.007032		Synonymous		.		B		9.728		.		.		.		.		.

		AD_317		AD		chr6		17421537		G		A		0.135		Intronic		.		B		5.461		.		.		.		.		.

		AD_317		AD		chr7		34078863		G		A		0.033		Non-synonymous		.		P		26.4		0.2316		0.055072675		1		0.998		0.756

		AD_317		AD		chr8		58805864		A		C		0.042		UTR		.		B		12.74		.		.		.		.		.

		AD_317		AD		chr9		421957		A		T		0.063		Intronic		.		B		3.974		.		.		.		.		.

		AD_317		AD		chr10		12896763		G		T		0.011		UTR		.		B		4.033		.		.		.		.		.

		AD_317		AD		chr10		113165772		G		A		0.017		Non-synonymous		.		P		23.5		.		.		.		.		.

		AD_317		AD		chr11		1753602		C		T		0.014		Synonymous		.		B		16.5		.		.		.		.		.

		AD_317		AD		chr11		2411568		C		T		0.055		Intronic		.		B		1.453		.		.		.		.		.

		AD_317		AD		chr11		75172450		G		A		0.065		Non-synonymous		0.000544		B		15.44		0.2412		.		0.747		0.749		.

		AD_317		AD		chr12		3040233		G		A		0.014		Non-synonymous		0.00000812		P		34		.		.		.		.		.

		AD_317		AD		chr16		4114662		A		G		0.038		Non-synonymous		.		P		22.5		0.3424		0.010409922		0		0.855		0.549

		AD_317		AD		chr16		19073989		G		A		0.052		Synonymous		.		B		12.34		.		.		.		.		.

		AD_317		AD		chr16		22316644		G		A		0.017		Non-synonymous		0.00000407		P		21.9		.		.		.		.		.

		AD_317		AD		chr17		82171706		G		A		0.099		Non-synonymous		0.00169		B		19.02		0.0368		.		0.993		0.978		.

		AD_317		AD		chr18		36129901		G		A		0.019		UTR		.		B		14		.		.		.		.		.

		AD_317		AD		chr19		48617931		T		C		0.094		Intronic		.		B		8.111		.		.		.		.		.

		AD_317		AD		chr21		46323100		C		T		0.018		UTR		.		B		6.576		.		.		.		.		.

		AD_317		AD		chr22		42692877		C		G		0.028		UTR		.		B		3.552		.		.		.		.		.

		AD_303		AD		chr1		67704602		C		A		0.039		UTR		.		B		9.587		.		.		.		.		.

		AD_303		AD		chr1		86455318		C		G		0.013		Non-synonymous		.		B		13.35		.		.		.		.		.

		AD_303		AD		chr1		145746570		C		T		0.028		UTR		.		B		10.24		.		.		.		.		.

		AD_303		AD		chr1		145878374		T		G		0.027		Intronic		.		B		0.013		.		.		.		.		.

		AD_303		AD		chr1		152354029		C		A		0.014		Non-synonymous		.		B		15.29		.		.		.		.		.

		AD_303		AD		chr1		159858301		G		C		0.019		Intronic		.		B		9.731		.		.		.		.		.

		AD_303		AD		chr1		231200198		C		T		0.023		Synonymous		.		B		0.168		.		.		.		.		.

		AD_303		AD		chr1		237784673		G		T		0.019		Non-synonymous		.		P		32		.		.		.		.		.

		AD_303		AD		chr2		7041793		C		A		0.008278		UTR		.		B		0.32		.		.		.		.		.

		AD_303		AD		chr2		26579343		G		A		0.015		Non-synonymous		0.000914		B		21.1		.		.		.		.		.

		AD_303		AD		chr2		85591839		C		A		0.008147		Non-synonymous		.		P		25.3		.		.		.		.		.

		AD_303		AD		chr2		178632551		G		A		0.022		Synonymous		.		B		14.34		.		.		.		.		.

		AD_303		AD		chr2		188587793		A		T		0.128		Intronic		.		B		12.48		.		.		.		.		.

		AD_303		AD		chr2		218400300		G		A		0.057		Intronic		.		B		13.66		.		.		.		.		.

		AD_303		AD		chr2		227524775		G		A		0.02		Non-synonymous		.		P		22.3		.		.		.		.		.

		AD_303		AD		chr2		228181509		C		A		0.00823		Intronic		.		B		0.36		.		.		.		.		.

		AD_303		AD		chr3		36857996		G		C		0.007643		Non-synonymous		.		P		23		.		.		.		.		.

		AD_303		AD		chr4		27017741		C		A		0.016		Non-synonymous		0.00000408		P		22.6		.		.		.		.		.

		AD_303		AD		chr4		70249196		C		A		0.0078		Synonymous		.		B		0.76		.		.		.		.		.

		AD_303		AD		chr4		90400135		T		G		0.021		Splicing		.		B		7.086		.		.		.		.		.

		AD_303		AD		chr4		183319622		G		A		0.008054		Synonymous		.		B		0.007		.		.		.		.		.

		AD_303		AD		chr5		72197536		T		C		0.031		Non-synonymous		.		P		21.8		.		.		.		.		.

		AD_303		AD		chr5		79744048		G		A		0.012		Intronic		.		B		1.036		.		.		.		.		.

		AD_303		AD		chr5		88722724		G		A		0.012		Synonymous		.		B		19.15		.		.		.		.		.

		AD_303		AD		chr5		136251648		C		T		0.037		Non-synonymous		.		P		24.8		.		.		.		.		.

		AD_303		AD		chr5		140796938		G		A		0.00744		Synonymous		.		B		5.926		.		.		.		.		.

		AD_303		AD		chr5		161292643		A		T		0.044		UTR		.		B		0.027		.		.		.		.		.

		AD_303		AD		chr6		76005304		G		A		0.045		Non-synonymous		.		P		22.7		0.0744		0.020070797		0.996		0.998		0.333

		AD_303		AD		chr6		114062780		C		T		0.009009		Synonymous		.		B		18.68		.		.		.		.		.

		AD_303		AD		chr7		11636750		G		C		0.011		Synonymous		.		B		1.695		.		.		.		.		.

		AD_303		AD		chr7		44153353		C		T		0.015		Synonymous		.		B		9.434		.		.		.		.		.

		AD_303		AD		chr7		135166326		T		G		0.027		UTR		.		B		0.829		.		.		.		.		.

		AD_303		AD		chr7		143356606		C		T		0.011		Non-synonymous		0.0000203		P		25.5		.		.		.		.		.

		AD_303		AD		chr8		41650401		A		G		0.059		Non-synonymous		.		B		16.94		0.6075		0.101239156		.		0.728		0.409

		AD_303		AD		chr8		96333737		C		T		0.013		Non-synonymous		.		B		5.408		.		.		.		.		.

		AD_303		AD		chr10		45004218		A		G		0.029		UTR		.		B		9.799		.		.		.		.		.

		AD_303		AD		chr10		113614938		A		G		0.014		Synonymous		.		B		7.86		.		.		.		.		.

		AD_303		AD		chr10		123767040		T		G		0.014		Non-synonymous		.		B		14.38		.		.		.		.		.

		AD_303		AD		chr10		133467957		A		T		0.007018		Non-synonymous		.		B		9.666		.		.		.		.		.

		AD_303		AD		chr10		133538823		G		C		0.01		Non-synonymous		0.00000406		P		22.6		.		.		.		.		.

		AD_303		AD		chr11		17774943		C		T		0.017		UTR		.		B		0.127		.		.		.		.		.

		AD_303		AD		chr11		43754002		A		T		0.023		Intronic		.		B		9.931		.		.		.		.		.

		AD_303		AD		chr11		68074626		C		T		0.011		Intronic		.		B		0.704		.		.		.		.		.

		AD_303		AD		chr11		72013821		T		C		0.029		Non-synonymous		.		P		21.8		0.025		0.005576926		0.008		0.664		0.12

		AD_303		AD		chr11		75402825		G		A		0.021		UTR		.		B		2.841		.		.		.		.		.

		AD_303		AD		chr12		6663149		A		G		0.018		Intergenic		.		B		7.95		.		.		.		.		.

		AD_303		AD		chr12		6846845		G		A		0.013		Non-synonymous		.		P		32		.		.		.		.		.

		AD_303		AD		chr13		46227716		G		A		0.021		Non-synonymous		0.0000279		B		2.241		.		.		.		.		.

		AD_303		AD		chr14		104883204		G		A		0.011		Synonymous		.		B		5.156		.		.		.		.		.

		AD_303		AD		chr15		34245379		C		T		0.098		Non-synonymous		.		P		29		0.9708		0.599095665		0.986		0.999		0.868

		AD_303		AD		chr15		51966274		C		T		0.016		Non-synonymous		.		P		21.4		.		.		.		.		.

		AD_303		AD		chr15		65197221		C		T		0.056		Non-synonymous		0.000179		B		27.9		0.0966		0.021889574		1		0.99		0.409

		AD_303		AD		chr15		82875407		G		A		0.042		Splicing		.		B		16.63		.		.		.		.		.

		AD_303		AD		chr16		57765649		G		A		0.019		Intronic		.		B		10.62		.		.		.		.		.

		AD_303		AD		chr16		89858590		G		A		0.032		Intronic		.		B		1.969		.		.		.		.		.

		AD_303		AD		chr17		15260623		C		A		0.036		Intronic		.		B		8.072		.		.		.		.		.

		AD_303		AD		chr17		81251275		T		G		0.00821		Non-synonymous		.		B		0.482		.		.		.		.		.

		AD_303		AD		chr19		9977347		T		G		0.04		Intronic		.		B		6.169		.		.		.		.		.

		AD_303		AD		chr19		10904854		A		G		0.053		Intronic		.		B		1.816		.		.		.		.		.

		AD_303		AD		chr19		10919673		T		A		0.04		Non-synonymous		.		P		28.4		0.2106		0.028581665		1		0.995		0.311

		AD_303		AD		chr19		13965477		T		C		0.062		Non-synonymous		.		P		22.8		0.0142		0.014767547		0.049		0.843		0.379

		AD_303		AD		chr19		49809327		C		A		0.023		Intronic		.		B		3.006		.		.		.		.		.

		AD_303		AD		chr20		9539303		A		C		0.037		UTR		.		B		14.33		.		.		.		.		.

		AD_303		AD		chr20		42756781		G		T		0.1		Intronic		.		B		3.204		.		.		.		.		.

		AD_303		AD		chr20		59939349		C		A		0.012		Non-synonymous		.		P		26		.		.		.		.		.

		AD_303		AD		chr22		31712441		G		A		0.032		Non-synonymous		.		B		18.26		0.0972		0.024450437		0.246		0.992		0.095

		AD_303		AD		chr22		37686371		G		A		0.02		UTR		.		B		8.932		.		.		.		.		.

		AD_303		AD		chr22		39382526		G		T		0.014		UTR		.		B		4.496		.		.		.		.		.

		AD_303		AD		chrX		53194255		G		A		0.059		Synonymous		.		B		16.4		.		.		.		.		.

		AD_312		AD		chr1		24107232		C		T		0.039		Non-synonymous		0.000033		P		37		.		.		.		.		.

		AD_312		AD		chr1		32361985		C		A		0.058		Non-synonymous		.		P		23.3		.		.		.		.		.

		AD_312		AD		chr1		37721766		C		G		0.118		Non-synonymous		.		P		23.5		0.3173		0.264512086		0.712		1		0.668

		AD_312		AD		chr1		43694804		C		A		0.018		Non-synonymous		.		P		35		.		.		.		.		.

		AD_312		AD		chr1		110457354		A		C		0.051		UTR		.		B		2.91		.		.		.		.		.

		AD_312		AD		chr1		150559351		C		T		0.013		Non-synonymous		0.0000122		B		14.19		.		.		.		.		.

		AD_312		AD		chr1		154332800		A		G		0.085		Intronic		.		B		0.073		.		.		.		.		.

		AD_312		AD		chr1		161722690		C		T		0.015		Synonymous		.		B		0.385		.		.		.		.		.

		AD_312		AD		chr1		185307060		C		T		0.064		Non-synonymous		0.0000325		P		25.2		0.2703		0.035645562		0.997		0		.

		AD_312		AD		chr1		203499729		C		T		0.02		Non-synonymous		.		P		35		.		.		.		.		.

		AD_312		AD		chr1		207331186		C		G		0.009852		Non-synonymous		.		B		19.03		.		.		.		.		.

		AD_312		AD		chr1		207607255		C		A		0.006188		Synonymous		.		B		14.71		.		.		.		.		.

		AD_312		AD		chr2		21006433		G		T		0.018		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_312		AD		chr2		24079578		A		G		0.018		Non-synonymous		.		P		25.7		.		.		.		.		.

		AD_312		AD		chr2		42709038		G		A		0.04		Synonymous		.		B		20.5		.		.		.		.		.

		AD_312		AD		chr2		66572261		C		A		0.067		UTR		.		B		17.83		.		.		.		.		.

		AD_312		AD		chr2		68945368		C		A		0.025		Non-synonymous		.		B		0.151		.		.		.		.		.

		AD_312		AD		chr2		119440080		C		T		0.031		UTR		.		B		0.342		.		.		.		.		.

		AD_312		AD		chr2		128017696		G		A		0.019		Non-synonymous		.		P		31		.		.		.		.		.

		AD_312		AD		chr2		178395557		T		A		0.009186		Non-synonymous		.		B		18.68		.		.		.		.		.

		AD_312		AD		chr2		229358204		G		A		0.02		UTR		.		B		0.811		.		.		.		.		.

		AD_312		AD		chr2		240787257		G		A		0.017		Synonymous		.		B		0.07		.		.		.		.		.

		AD_312		AD		chr3		11298724		T		C		0.013		Non-synonymous		.		B		17.67		.		.		.		.		.

		AD_312		AD		chr3		68880729		C		T		0.033		Non-synonymous		.		P		23.8		.		.		.		.		.

		AD_312		AD		chr3		70955057		G		A		0.025		UTR		.		B		4.734		.		.		.		.		.

		AD_312		AD		chr3		81649854		C		T		0.03		Non-synonymous		.		P		24.4		0.1008		0.019320912		0.982		0.948		0.501

		AD_312		AD		chr3		108414232		T		C		0.024		Non-synonymous		.		P		22.6		.		.		.		.		.

		AD_312		AD		chr3		111072118		C		T		0.028		Non-synonymous		.		P		24.7		.		.		.		.		.

		AD_312		AD		chr3		151294796		A		G		0.012		Synonymous		.		B		8.844		.		.		.		.		.

		AD_312		AD		chr3		152300280		G		A		0.01		Synonymous		.		B		13.67		.		.		.		.		.

		AD_312		AD		chr3		194341857		G		A		0.027		Synonymous		.		B		0.064		.		.		.		.		.

		AD_312		AD		chr4		25666041		G		T		0.014		Intronic		.		B		0.739		.		.		.		.		.

		AD_312		AD		chr4		26481988		G		A		0.011		Non-synonymous		.		P		30		.		.		.		.		.

		AD_312		AD		chr4		54723732		C		G		0.032		Intronic		.		B		4.035		.		.		.		.		.

		AD_312		AD		chr4		106925942		G		C		0.008323		Non-synonymous		.		P		26.1		.		.		.		.		.

		AD_312		AD		chr4		186280171		G		A		0.019		Intronic		.		B		0.289		.		.		.		.		.

		AD_312		AD		chr5		1240609		C		G		0.018		Non-synonymous		.		P		22.2		.		.		.		.		.

		AD_312		AD		chr5		94909355		C		T		0.018		Synonymous		.		B		15.08		.		.		.		.		.

		AD_312		AD		chr5		96780558		A		G		0.096		Intronic		.		B		5.639		.		.		.		.		.

		AD_312		AD		chr5		113029067		G		C		0.018		Intronic		.		B		7.315		.		.		.		.		.

		AD_312		AD		chr5		140795798		G		A		0.012		Synonymous		.		B		14.19		.		.		.		.		.

		AD_312		AD		chr5		150374890		A		C		0.022		Intronic		.		B		0.017		.		.		.		.		.

		AD_312		AD		chr5		150701065		C		G		0.024		UTR		.		B		7.089		.		.		.		.		.

		AD_312		AD		chr6		11778579		G		A		0.013		Intronic		.		B		0.553		.		.		.		.		.

		AD_312		AD		chr6		34133080		G		A		0.01		Synonymous		.		B		9.798		.		.		.		.		.

		AD_312		AD		chr6		34967304		C		T		0.021		Non-synonymous		.		P		24.2		.		.		.		.		.

		AD_312		AD		chr6		38923072		C		T		0.029		Synonymous		.		B		12.51		.		.		.		.		.

		AD_312		AD		chr6		50840267		A		G		0.018		Non-synonymous		.		P		23.2		.		.		.		.		.

		AD_312		AD		chr6		99615006		G		A		0.052		UTR		.		B		1.051		.		.		.		.		.

		AD_312		AD		chr6		139373747		C		T		0.029		Synonymous		.		B		16.96		.		.		.		.		.

		AD_312		AD		chr6		160590961		G		A		0.026		Non-synonymous		0.000557		B		4.437		0.0591		0.001344662		0.329		0.795		.

		AD_312		AD		chr7		18585364		G		A		0.017		Non-synonymous		0.0000325		P		21.5		.		.		.		.		.

		AD_312		AD		chr7		31643935		A		G		0.012		Synonymous		.		B		3.016		.		.		.		.		.

		AD_312		AD		chr7		108001763		G		A		0.059		Non-synonymous		0.0000381		B		0.2		0.0333		0.009230433		0		0.973		0.272

		AD_312		AD		chr7		128842823		C		A		0.009677		Non-synonymous		.		P		24.6		.		.		.		.		.

		AD_312		AD		chr7		134867799		A		G		0.009831		Synonymous		.		B		14.74		.		.		.		.		.

		AD_312		AD		chr8		36836792		G		A		0.023		Non-synonymous		.		P		23		.		.		.		.		.

		AD_312		AD		chr8		74986076		C		T		0.02		Non-synonymous		.		P		24		.		.		.		.		.

		AD_312		AD		chr8		76704050		A		G		0.019		UTR		.		B		21.4		.		.		.		.		.

		AD_312		AD		chr8		102360206		A		C		0.02		Intronic		.		B		9.654		.		.		.		.		.

		AD_312		AD		chr8		104497881		G		C		0.011		Non-synonymous		.		P		28.1		.		.		.		.		.

		AD_312		AD		chr8		115619134		G		A		0.066		Non-synonymous		.		P		37		.		.		.		.		.

		AD_312		AD		chr8		133475749		G		C		0.025		Synonymous		.		B		1.631		.		.		.		.		.

		AD_312		AD		chr9		99150540		G		A		0.027		UTR		.		B		11.62		.		.		.		.		.

		AD_312		AD		chr9		108926516		T		A		0.00838		Splicing		.		B		8.752		.		.		.		.		.

		AD_312		AD		chr9		133734008		C		T		0.032		Non-synonymous		.		B		6.854		.		.		.		.		.

		AD_312		AD		chr10		96632984		A		T		0.036		Non-synonymous		.		B		4.057		0.0407		0.001021936		0		1		0.304

		AD_312		AD		chr10		97477396		T		C		0.018		Synonymous		.		B		14.04		.		.		.		.		.

		AD_312		AD		chr10		122994597		C		T		0.015		Non-synonymous		.		P		23.6		.		.		.		.		.

		AD_312		AD		chr10		133422537		G		A		0.01		UTR		.		B		9.951		.		.		.		.		.

		AD_312		AD		chr11		72237354		G		T		0.111		Non-synonymous		.		P		24.2		0.7033		0.289556768		0.952		0.913		0.227

		AD_312		AD		chr11		74138966		C		T		0.023		Non-synonymous		0.00000419		P		23.1		.		.		.		.		.

		AD_312		AD		chr11		78069880		G		A		0.007704		Non-synonymous		.		B		13.38		.		.		.		.		.

		AD_312		AD		chr11		124695300		A		G		0.023		UTR		.		B		8.129		.		.		.		.		.

		AD_312		AD		chr12		10098938		G		A		0.028		Splicing		.		B		2.174		.		.		.		.		.

		AD_312		AD		chr12		40298327		G		A		0.018		Non-synonymous		.		B		10.51		.		.		.		.		.

		AD_312		AD		chr12		43443820		T		G		0.025		Non-synonymous		.		P		32		.		.		.		.		.

		AD_312		AD		chr12		52361037		C		G		0.048		Non-synonymous		.		P		23.5		0.6087		0.102008512		0.985		0.814		0.42

		AD_312		AD		chr12		106318465		G		A		0.044		Non-synonymous		.		P		27.1		.		.		.		.		.

		AD_312		AD		chr13		20403762		G		A		0.052		UTR		.		B		1.085		.		.		.		.		.

		AD_312		AD		chr13		37587979		C		T		0.041		Non-synonymous		0.0000345		P		23.1		0.6155		0.057719262		0.208		0.841		.

		AD_312		AD		chr13		67225898		T		C		0.011		Non-synonymous		.		P		23.9		.		.		.		.		.

		AD_312		AD		chr13		97981244		A		C		0.017		Splicing		.		B		4.471		.		.		.		.		.

		AD_312		AD		chr13		102731660		G		C		0.028		Non-synonymous		0.0000135		B		14.85		0.0078		0.006643886		0.101		.		.

		AD_312		AD		chr14		22265888		G		A		0.038		Intronic		.		B		3.195		.		.		.		.		.

		AD_312		AD		chr14		52661411		C		T		0.14		Intronic		.		B		2.418		.		.		.		.		.

		AD_312		AD		chr15		22868176		T		C		0.022		UTR		.		B		3.266		.		.		.		.		.

		AD_312		AD		chr15		33660199		C		T		0.018		Splicing		.		B		0.226		.		.		.		.		.

		AD_312		AD		chr15		47762273		T		G		0.011		Non-synonymous		.		P		22.2		.		.		.		.		.

		AD_312		AD		chr15		101235158		T		C		0.029		Non-synonymous		.		P		34		.		.		.		.		.

		AD_312		AD		chr16		19067664		A		T		0.021		UTR		.		B		12.3		.		.		.		.		.

		AD_312		AD		chr16		67234353		T		A		0.033		Splicing		.		B		2.969		.		.		.		.		.

		AD_312		AD		chr17		6780128		G		A		0.009592		Non-synonymous		0.00124		B		22		.		.		.		.		.

		AD_312		AD		chr17		7223725		G		A		0.018		Non-synonymous		0.00000812		P		22.4		.		.		.		.		.

		AD_312		AD		chr17		52985785		A		C		0.073		Intronic		.		B		4.881		.		.		.		.		.

		AD_312		AD		chr17		62672055		G		A		0.03		Non-synonymous		.		P		39		.		.		.		.		.

		AD_312		AD		chr17		82112731		G		A		0.026		UTR		.		B		1.363		.		.		.		.		.

		AD_312		AD		chr18		63587188		G		A		0.00936		Intronic		.		B		1.157		.		.		.		.		.

		AD_312		AD		chr19		4353929		A		C		0.049		Intronic		.		B		2.203		.		.		.		.		.

		AD_312		AD		chr19		7525053		C		T		0.033		Non-synonymous		0.0000163		P		28.1		0.4372		0.092932385		1		1		0.406

		AD_312		AD		chr19		35648937		C		G		0.015		Intronic		.		B		8.122		.		.		.		.		.

		AD_312		AD		chr19		35780892		C		T		0.032		Intronic		.		B		7.586		.		.		.		.		.

		AD_312		AD		chr20		45705886		T		C		0.012		Non-synonymous		.		B		9.191		.		.		.		.		.

		AD_312		AD		chr20		53939350		C		G		0.041		UTR		.		B		1.353		.		.		.		.		.

		AD_312		AD		chr21		32000992		C		T		0.041		UTR		.		B		1.669		.		.		.		.		.

		AD_312		AD		chr21		36744991		C		A		0.017		Synonymous		.		B		12.16		.		.		.		.		.

		AD_312		AD		chr22		19235747		A		G		0.01		Synonymous		.		B		15.98		.		.		.		.		.

		AD_312		AD		chr22		38822123		G		T		0.035		UTR		.		B		3.89		.		.		.		.		.

		AD_312		AD		chr22		43506024		C		G		0.025		UTR		.		B		2.72		.		.		.		.		.

		AD_312		AD		chrX		21857415		T		C		0.016		Non-synonymous		.		P		24.6		.		.		.		.		.

		AD_312		AD		chrX		48894218		G		A		0.175		Synonymous		.		B		15.26		.		.		.		.		.

		AD_312		AD		chrX		54958849		A		G		0.016		Non-synonymous		.		P		23.7		.		.		.		.		.

		AD_312		AD		chrX		107550016		C		T		0.038		Intronic		.		B		3.42		.		.		.		.		.

		AD_312		AD		chrX		116172478		T		G		0.016		Synonymous		.		B		8.302		.		.		.		.		.

		AD_312		AD		chrX		123186022		C		T		0.02		Intronic		.		B		3.509		.		.		.		.		.

		AD_318		AD		chr1		964049		C		G		0.012		Intronic		.		B		4.507		.		.		.		.		.

		AD_318		AD		chr1		3412492		C		T		0.021		Synonymous		.		B		14.19		.		.		.		.		.

		AD_318		AD		chr1		10660351		T		G		0.012		Non-synonymous		.		P		23		.		.		.		.		.

		AD_318		AD		chr1		31584859		G		A		0.00576		Intronic		.		B		5.093		.		.		.		.		.

		AD_318		AD		chr1		42189097		A		G		0.024		UTR		.		B		5.527		.		.		.		.		.

		AD_318		AD		chr1		190264939		C		T		0.047		Non-synonymous		.		P		23.4		0.1465		0.025608434		0.999		0.997		0.238

		AD_318		AD		chr1		204920613		T		C		0.043		Intronic		.		B		13.83		.		.		.		.		.

		AD_318		AD		chr1		223764241		C		G		0.014		Intronic		.		B		5.083		.		.		.		.		.

		AD_318		AD		chr2		71601528		G		A		0.013		Splicing		.		B		17.91		.		.		.		.		.

		AD_318		AD		chr2		138671671		T		C		0.03		Splicing		.		B		8.431		.		.		.		.		.

		AD_318		AD		chr2		219537133		G		A		0.006742		Non-synonymous		.		P		33		.		.		.		.		.

		AD_318		AD		chr3		70957378		C		T		0.059		UTR		.		B		14.13		.		.		.		.		.

		AD_318		AD		chr6		158502687		C		T		0.021		Synonymous		.		B		0.09		.		.		.		.		.

		AD_318		AD		chr7		155777525		G		C		0.021		UTR		.		B		0.514		.		.		.		.		.

		AD_318		AD		chr8		22630561		C		T		0.011		Non-synonymous		0.0000244		P		22.7		.		.		.		.		.

		AD_318		AD		chr9		6007658		C		T		0.015		Non-synonymous		.		B		14.05		.		.		.		.		.

		AD_318		AD		chr9		33026577		G		C		0.014		Non-synonymous		.		P		28.2		.		.		.		.		.

		AD_318		AD		chr10		48985533		A		C		0.266		Intronic		.		B		3.607		.		.		.		.		.

		AD_318		AD		chr11		17393690		C		T		0.031		Splicing		.		B		11.94		.		.		.		.		.

		AD_318		AD		chr11		65032461		C		T		0.021		Non-synonymous		0.0000163		P		25.2		.		.		.		.		.

		AD_318		AD		chr12		50721427		A		C		0.029		Intronic		.		B		9.128		.		.		.		.		.

		AD_318		AD		chr12		51360700		C		A		0.014		Intronic		.		B		1.301		.		.		.		.		.

		AD_318		AD		chr13		113120083		A		G		0.015		UTR		.		B		1.305		.		.		.		.		.

		AD_318		AD		chr15		34751329		G		A		0.031		UTR		.		B		12.13		.		.		.		.		.

		AD_318		AD		chr16		30444077		T		A		0.014		UTR		.		B		7.836		.		.		.		.		.

		AD_318		AD		chr18		10763062		C		T		0.024		Non-synonymous		.		P		24.7		.		.		.		.		.

		AD_318		AD		chr19		2896744		C		T		0.016		Intronic		.		B		5.937		.		.		.		.		.

		AD_318		AD		chr19		32864812		C		T		0.028		Intronic		.		B		1.067		.		.		.		.		.

		AD_318		AD		chr19		41322588		C		G		0.008075		Splicing		.		B		4.048		.		.		.		.		.

		AD_318		AD		chr19		48286824		G		A		0.018		Synonymous		.		B		0.019		.		.		.		.		.

		AD_318		AD		chr19		48384281		G		C		0.028		Non-synonymous		.		P		21.9		0.1347		0.001850386		0		0.255		0.395

		AD_318		AD		chr20		24666561		A		G		0.026		UTR		.		B		14.94		.		.		.		.		.

		AD_318		AD		chr20		44197448		A		C		0.014		Non-synonymous		0.00000406		P		22		.		.		.		.		.

		AD_318		AD		chr22		22881255		G		A		0.018		Non-synonymous		0.000127		B		10.45		.		.		.		.		.

		AD_318		AD		chr22		22881342		G		A		0.017		Non-synonymous		0.0000329		B		17.23		.		.		.		.		.

		AD_318		AD		chr22		22881362		T		C		0.021		Synonymous		.		B		6.679		.		.		.		.		.

		AD_318		AD		chr22		22887842		T		C		0.018		UTR		.		B		7.449		.		.		.		.		.

		AD_318		AD		chr22		22887965		A		T		0.023		UTR		.		B		1.875		.		.		.		.		.

		AD_318		AD		chr22		35088867		G		C		0.037		Intergenic		.		B		0.86		.		.		.		.		.

		AD_318		AD		chrX		69162264		T		C		0.005308		Synonymous		.		B		3.74		.		.		.		.		.

		AD_318		AD		chrX		69531420		G		T		0.021		UTR		.		B		0.385		.		.		.		.		.

		AD_318		AD		chrX		150471015		G		A		0.012		Non-synonymous		0.00000562		B		13.21		.		.		.		.		.

		AD_318		AD		chrX		154352389		C		T		0.027		Synonymous		.		B		10.03		.		.		.		.		.

		AD_318		AD		chrM		3766		T		C		0.019		Synonymous		.		B		.		.		.		.		.		.

		AD_305		AD		chr1		24138638		C		T		0.00978		Synonymous		.		B		3.097		.		.		.		.		.

		AD_305		AD		chr1		30872170		C		A		0.01		UTR		.		B		16.59		.		.		.		.		.

		AD_305		AD		chr1		84563333		A		G		0.047		Non-synonymous		.		P		28.5		.		.		.		.		.

		AD_305		AD		chr2		8747933		C		T		0.014		Non-synonymous		0.0000544		P		22.8		.		.		.		.		.

		AD_305		AD		chr2		74498158		G		A		0.008606		Synonymous		.		B		17.88		.		.		.		.		.

		AD_305		AD		chr3		10125611		G		C		0.025		Intronic		.		B		13.08		.		.		.		.		.

		AD_305		AD		chr3		24165603		A		G		0.02		Intronic		.		B		13.64		.		.		.		.		.

		AD_305		AD		chr3		73384793		G		A		0.047		Synonymous		.		B		10.79		.		.		.		.		.

		AD_305		AD		chr3		121924427		A		T		0.015		Intronic		.		B		3.394		.		.		.		.		.

		AD_305		AD		chr4		71746310		C		A		0.039		Intronic		.		B		0.117		.		.		.		.		.

		AD_305		AD		chr4		150844137		T		C		0.046		Non-synonymous		.		P		28.8		0.3102		0.086238507		1		0.997		0.69

		AD_305		AD		chr4		158868456		G		A		0.026		Non-synonymous		0.00000813		B		0.08		.		.		.		.		.

		AD_305		AD		chr4		186620963		A		T		0.008245		Non-synonymous		.		P		24.4		.		.		.		.		.

		AD_305		AD		chr5		109191158		A		G		0.068		UTR		.		B		3.226		.		.		.		.		.

		AD_305		AD		chr5		141340455		C		A		0.016		Non-synonymous		.		B		13.58		.		.		.		.		.

		AD_305		AD		chr5		160414314		C		T		0.013		Splicing		.		B		5.521		.		.		.		.		.

		AD_305		AD		chr6		55874728		G		A		0.008333		Synonymous		.		B		7.866		.		.		.		.		.

		AD_305		AD		chr7		90414808		A		T		0.018		UTR		.		B		8.656		.		.		.		.		.

		AD_305		AD		chr7		120741513		T		A		0.033		Intronic		.		B		0.025		.		.		.		.		.

		AD_305		AD		chr7		121983773		C		T		0.029		Non-synonymous		.		P		22.8		0.3772		0.050402778		0.998		0.625		0.515

		AD_305		AD		chr8		23441981		A		T		0.011		Intronic		.		B		1.318		.		.		.		.		.

		AD_305		AD		chr9		138049215		G		A		0.031		Non-synonymous		.		P		34		0.9586		0.433321753		0.989		0.974		0.493

		AD_305		AD		chr10		5205922		C		T		0.016		Intronic		.		B		0.049		.		.		.		.		.

		AD_305		AD		chr10		15073061		T		C		0.022		Intronic		.		B		1.956		.		.		.		.		.

		AD_305		AD		chr10		86685752		G		T		0.011		Intronic		.		B		14.01		.		.		.		.		.

		AD_305		AD		chr10		124993979		G		A		0.024		Non-synonymous		.		P		51		.		.		.		.		.

		AD_305		AD		chr11		27658443		C		T		0.011		Non-synonymous		.		P		25.5		.		.		.		.		.

		AD_305		AD		chr11		66976936		C		T		0.037		UTR		.		B		0.204		.		.		.		.		.

		AD_305		AD		chr11		85727295		T		G		0.022		Non-synonymous		.		B		4.48		.		.		.		.		.

		AD_305		AD		chr12		10075637		C		T		0.008772		Non-synonymous		.		P		24.1		.		.		.		.		.

		AD_305		AD		chr12		57808321		G		A		0.007599		Intronic		.		B		6.932		.		.		.		.		.

		AD_305		AD		chr14		21034023		C		T		0.01		Non-synonymous		.		B		19.05		.		.		.		.		.

		AD_305		AD		chr15		26883198		G		A		0.016		Non-synonymous		.		P		24.3		.		.		.		.		.

		AD_305		AD		chr16		69301400		A		C		0.015		UTR		.		B		13.42		.		.		.		.		.

		AD_305		AD		chr16		71448225		A		G		0.012		Synonymous		.		B		17.18		.		.		.		.		.

		AD_305		AD		chr19		4171720		C		T		0.016		Synonymous		.		B		0.794		.		.		.		.		.

		AD_305		AD		chr19		9993080		G		A		0.016		Intronic		.		B		0.06		.		.		.		.		.

		AD_305		AD		chr19		18589540		G		A		0.016		Non-synonymous		.		P		33		.		.		.		.		.

		AD_305		AD		chr19		19342916		C		T		0.036		Intronic		.		B		0.316		.		.		.		.		.

		AD_305		AD		chr19		57137056		G		A		0.019		Intronic		.		B		2.326		.		.		.		.		.

		AD_305		AD		chr20		45512813		G		A		0.015		Synonymous		.		B		4.794		.		.		.		.		.

		AD_305		AD		chr21		42347490		C		T		0.012		Synonymous		.		B		0.535		.		.		.		.		.

		AD_305		AD		chr22		19176355		G		A		0.021		Intronic		.		B		0.786		.		.		.		.		.

		AD_305		AD		chrX		26138915		G		A		0.016		Intronic		.		B		0.106		.		.		.		.		.

		AD_305		AD		chrX		49287723		T		A		0.018		UTR		.		B		6.631		.		.		.		.		.

		AD_313		AD		chr1		78650571		G		T		0.008054		Non-synonymous		.		B		5.708		.		.		.		.		.

		AD_313		AD		chr1		156077179		C		G		0.015		Non-synonymous		.		P		22.8		.		.		.		.		.

		AD_313		AD		chr1		200618433		G		T		0.008319		Non-synonymous		.		P		20.7		.		.		.		.		.

		AD_313		AD		chr1		204549311		G		C		0.007143		Non-synonymous		0.00000406		P		26.4		.		.		.		.		.

		AD_313		AD		chr1		235489371		T		C		0.017		Intronic		.		B		7.603		.		.		.		.		.

		AD_313		AD		chr2		187464618		C		T		0.022		UTR		.		B		0.733		.		.		.		.		.

		AD_313		AD		chr2		200817269		G		A		0.091		Intronic		.		B		1.804		.		.		.		.		.

		AD_313		AD		chr2		215422141		A		C		0.008511		Non-synonymous		.		P		24.2		.		.		.		.		.

		AD_313		AD		chr2		231047532		G		C		0.017		UTR		.		B		2.73		.		.		.		.		.

		AD_313		AD		chr3		42742994		C		G		0.018		Non-synonymous		.		P		22.1		.		.		.		.		.

		AD_313		AD		chr3		48694965		G		C		0.009217		Synonymous		.		B		15.19		.		.		.		.		.

		AD_313		AD		chr3		128341738		C		G		0.013		Non-synonymous		.		P		23.9		.		.		.		.		.

		AD_313		AD		chr3		184137706		G		A		0.022		Non-synonymous		.		P		26.7		.		.		.		.		.

		AD_313		AD		chr4		93772149		A		G		0.011		Non-synonymous		.		P		26.4		.		.		.		.		.

		AD_313		AD		chr4		124671605		G		C		0.011		Non-synonymous		.		P		23		.		.		.		.		.

		AD_313		AD		chr4		176096562		G		C		0.008333		Non-synonymous		.		P		25.3		.		.		.		.		.

		AD_313		AD		chr5		108867874		A		G		0.007394		Non-synonymous		.		P		21.7		.		.		.		.		.

		AD_313		AD		chr5		141956979		C		T		0.013		Synonymous		.		B		16.22		.		.		.		.		.

		AD_313		AD		chr6		27810551		A		G		0.009174		UTR		.		B		8.468		.		.		.		.		.

		AD_313		AD		chr6		40392885		G		A		0.012		Synonymous		.		B		9.629		.		.		.		.		.

		AD_313		AD		chr6		124121858		T		G		0.013		UTR		.		B		16.42		.		.		.		.		.

		AD_313		AD		chr7		140089870		A		G		0.063		UTR		.		B		0.571		.		.		.		.		.

		AD_313		AD		chr9		37860165		G		A		0.015		Non-synonymous		.		P		34		.		.		.		.		.

		AD_313		AD		chr10		30857783		T		C		0.011		Splicing		.		B		3.548		.		.		.		.		.

		AD_313		AD		chr10		127018836		G		T		0.016		Non-synonymous		.		P		26.2		.		.		.		.		.

		AD_313		AD		chr11		57370481		G		A		0.034		UTR		.		B		0.439		.		.		.		.		.

		AD_313		AD		chr11		95979040		C		A		0.007576		Non-synonymous		.		P		26.8		.		.		.		.		.

		AD_313		AD		chr12		4613687		G		A		0.011		Non-synonymous		.		B		11.69		.		.		.		.		.

		AD_313		AD		chr12		4912036		C		G		0.013		Non-synonymous		.		P		23		.		.		.		.		.

		AD_313		AD		chr12		30677153		C		T		0.011		UTR		.		B		0.225		.		.		.		.		.

		AD_313		AD		chr12		41572712		C		T		0.017		Synonymous		.		B		8.43		.		.		.		.		.

		AD_313		AD		chr12		65881872		G		A		0.014		UTR		.		B		7.475		.		.		.		.		.

		AD_313		AD		chr13		20988600		C		T		0.031		Non-synonymous		.		P		20.3		.		.		.		.		.

		AD_313		AD		chr15		41331993		A		G		0.022		Intronic		.		B		16.71		.		.		.		.		.

		AD_313		AD		chr15		65026909		C		A		0.014		Non-synonymous		.		P		22.9		.		.		.		.		.

		AD_313		AD		chr16		66786099		C		A		0.022		Non-synonymous		.		P		21.6		.		.		.		.		.

		AD_313		AD		chr17		76402628		G		T		0.016		Synonymous		.		B		14.41		.		.		.		.		.

		AD_313		AD		chr18		7033128		C		T		0.145		Intronic		.		B		0.424		.		.		.		.		.

		AD_313		AD		chr18		32687252		G		A		0.02		Intronic		.		B		7.838		.		.		.		.		.

		AD_313		AD		chr19		34093364		G		A		0.015		Intergenic		.		B		0.897		.		.		.		.		.

		AD_313		AD		chr19		41252363		C		T		0.008902		Non-synonymous		0.0000325		P		25		.		.		.		.		.

		AD_313		AD		chr20		48624902		G		C		0.053		UTR		.		B		2.453		.		.		.		.		.

		AD_313		AD		chr21		42103561		C		A		0.016		Intronic		.		B		0.349		.		.		.		.		.

		AD_313		AD		chr22		38726144		C		T		0.024		Synonymous		.		B		16.13		.		.		.		.		.

		AD_313		AD		chrX		31071963		C		T		0.022		UTR		.		B		5.726		.		.		.		.		.

		AD_313		AD		chrX		31260995		G		T		0.017		Non-synonymous		.		P		46		.		.		.		.		.

		AD_313		AD		chrX		151179922		C		T		0.024		Synonymous		.		B		0.145		.		.		.		.		.

		AD_319		AD		chr1		1915413		G		A		0.071		Intronic		.		B		1.167		.		.		.		.		.

		AD_319		AD		chr1		21002745		T		A		0.01		Non-synonymous		.		P		21		.		.		.		.		.

		AD_319		AD		chr1		43978315		C		T		0.014		Intergenic		.		B		9.918		.		.		.		.		.

		AD_319		AD		chr1		74634846		G		C		0.016		UTR		.		B		0.543		.		.		.		.		.

		AD_319		AD		chr1		156843102		C		T		0.015		Non-synonymous		0.0000244		P		23.5		.		.		.		.		.

		AD_319		AD		chr1		161231049		A		G		0.02		Synonymous		.		B		11.82		.		.		.		.		.

		AD_319		AD		chr1		183130490		C		T		0.022		Non-synonymous		0.0000934		P		23.7		.		.		.		.		.

		AD_319		AD		chr1		228415507		C		T		0.015		UTR		.		B		4.516		.		.		.		.		.

		AD_319		AD		chr2		173367781		C		G		0.048		UTR		.		B		3.189		.		.		.		.		.

		AD_319		AD		chr2		185795711		T		C		0.025		Synonymous		.		B		12.41		.		.		.		.		.

		AD_319		AD		chr2		227907209		C		T		0.018		Synonymous		.		B		11.97		.		.		.		.		.

		AD_319		AD		chr3		35739370		G		A		0.036		Synonymous		.		B		5.335		.		.		.		.		.

		AD_319		AD		chr3		57323108		C		T		0.011		Non-synonymous		.		P		24.2		.		.		.		.		.

		AD_319		AD		chr3		112819871		G		A		0.028		Non-synonymous		.		B		7.632		.		.		.		.		.

		AD_319		AD		chr3		193312005		T		C		0.019		Intronic		.		B		1.612		.		.		.		.		.

		AD_319		AD		chr4		16503021		G		A		0.018		UTR		.		B		13.88		.		.		.		.		.

		AD_319		AD		chr4		38125108		C		A		0.008621		Non-synonymous		0.00000406		P		24.7		.		.		.		.		.

		AD_319		AD		chr4		105240538		A		G		0.051		UTR		.		B		0.68		.		.		.		.		.

		AD_319		AD		chr4		150220743		G		A		0.009223		Non-synonymous		.		P		23.2		.		.		.		.		.

		AD_319		AD		chr5		45262183		G		A		0.045		Non-synonymous		.		P		23.2		0.2737		0.078189291		0.483		0.991		0.254

		AD_319		AD		chr5		116469248		G		A		0.036		UTR		.		B		0.452		.		.		.		.		.

		AD_319		AD		chr6		11717452		A		G		0.041		Intronic		.		B		6.902		.		.		.		.		.

		AD_319		AD		chr7		80474262		G		A		0.029		Synonymous		.		B		18.14		.		.		.		.		.

		AD_319		AD		chr7		88759692		G		T		0.031		UTR		.		B		11.62		.		.		.		.		.

		AD_319		AD		chr7		94665191		C		T		0.023		Non-synonymous		.		B		14.48		.		.		.		.		.

		AD_319		AD		chr8		144058139		G		A		0.021		Non-synonymous		0.0000125		P		24.1		.		.		.		.		.

		AD_319		AD		chr9		36246474		T		C		0.015		Non-synonymous		.		P		29		.		.		.		.		.

		AD_319		AD		chr9		109268452		G		C		0.017		Intronic		.		B		0.303		.		.		.		.		.

		AD_319		AD		chr9		116344625		C		T		0.017		Non-synonymous		0.00000814		P		22.2		.		.		.		.		.

		AD_319		AD		chr9		126965808		C		T		0.015		Intronic		.		B		2.173		.		.		.		.		.

		AD_319		AD		chr9		137449354		G		A		0.016		UTR		.		B		6.602		.		.		.		.		.

		AD_319		AD		chr10		110799863		A		G		0.011		Non-synonymous		0.00000655		P		22.7		.		.		.		.		.

		AD_319		AD		chr11		11965861		C		T		0.055		Non-synonymous		.		P		25.3		0.2347		0.05242651		1		0.997		0.609

		AD_319		AD		chr11		56462902		C		G		0.014		Non-synonymous		.		P		26.3		.		.		.		.		.

		AD_319		AD		chr11		117285178		G		A		0.012		UTR		.		B		20.3		.		.		.		.		.

		AD_319		AD		chr12		5494680		A		G		0.015		Non-synonymous		.		P		28.3		.		.		.		.		.

		AD_319		AD		chr12		113369154		A		G		0.012		Non-synonymous		.		P		21		.		.		.		.		.

		AD_319		AD		chr14		23397089		G		C		0.021		Intronic		.		B		1.818		.		.		.		.		.

		AD_319		AD		chr14		49621964		T		G		0.011		Non-synonymous		.		P		28.2		.		.		.		.		.

		AD_319		AD		chr16		3774722		G		C		0.017		Intronic		.		B		10.52		.		.		.		.		.

		AD_319		AD		chr16		4904016		G		A		0.016		Non-synonymous		0.0000658		P		23.7		.		.		.		.		.

		AD_319		AD		chr16		28503933		C		A		0.016		Non-synonymous		.		P		24.5		.		.		.		.		.

		AD_319		AD		chr16		84425818		C		T		0.016		Intronic		.		B		0.029		.		.		.		.		.

		AD_319		AD		chr18		7231838		C		T		0.013		Synonymous		.		B		11.65		.		.		.		.		.

		AD_319		AD		chr19		9960581		G		A		0.013		Intronic		.		B		3.922		.		.		.		.		.

		AD_319		AD		chr19		12656789		G		A		0.017		Intronic		.		B		0.259		.		.		.		.		.

		AD_319		AD		chr19		15583503		C		T		0.039		Intronic		.		B		5.7		.		.		.		.		.

		AD_319		AD		chr19		55716943		C		T		0.028		Intronic		.		B		0.87		.		.		.		.		.

		AD_319		AD		chr20		648799		C		A		0.009488		Non-synonymous		.		P		21.6		.		.		.		.		.

		AD_319		AD		chr20		1207528		C		A		0.027		UTR		.		B		7.784		.		.		.		.		.

		AD_319		AD		chr20		34876475		C		A		0.015		UTR		.		B		4.265		.		.		.		.		.

		AD_319		AD		chr20		38292403		A		G		0.007123		UTR		.		B		2.437		.		.		.		.		.

		AD_319		AD		chr20		49219419		C		G		0.02		Non-synonymous		.		B		16.81		.		.		.		.		.

		AD_319		AD		chr20		62695074		C		T		0.018		Intronic		.		B		0.49		.		.		.		.		.

		AD_319		AD		chr21		37267361		C		G		0.02		UTR		.		B		8.456		.		.		.		.		.

		AD_319		AD		chrX		3084260		T		C		0.013		Synonymous		.		B		1.072		.		.		.		.		.

		AD_319		AD		chrX		54544220		C		A		0.081		Splicing		.		B		4.498		.		.		.		.		.

		AD_304		AD		chr1		21610261		C		T		0.016		Synonymous		.		B		12.29		.		.		.		.		.

		AD_304		AD		chr1		84237642		T		C		0.025		UTR		.		B		1.104		.		.		.		.		.

		AD_304		AD		chr1		149904312		T		C		0.011		UTR		.		B		15.33		.		.		.		.		.

		AD_304		AD		chr1		156130523		A		C		0.142		Intronic		.		B		5.399		.		.		.		.		.

		AD_304		AD		chr1		160195973		C		T		0.011		Non-synonymous		.		P		24.6		.		.		.		.		.

		AD_304		AD		chr1		231423900		G		A		0.008357		UTR		.		B		0.966		.		.		.		.		.

		AD_304		AD		chr1		235976204		A		T		0.043		UTR		.		B		9.887		.		.		.		.		.

		AD_304		AD		chr1		241775211		G		A		0.014		Non-synonymous		.		P		23.6		.		.		.		.		.

		AD_304		AD		chr2		39717088		A		T		0.025		Non-synonymous		.		P		23.3		.		.		.		.		.

		AD_304		AD		chr2		73453694		G		A		0.031		Synonymous		.		B		13.96		.		.		.		.		.

		AD_304		AD		chr2		136115221		T		C		0.014		Non-synonymous		.		P		22.8		.		.		.		.		.

		AD_304		AD		chr2		219493658		C		G		0.017		Intronic		.		B		1.2		.		.		.		.		.

		AD_304		AD		chr3		44447582		C		T		0.006748		Non-synonymous		0.0000447		B		0.388		.		.		.		.		.

		AD_304		AD		chr3		47849540		G		A		0.016		Synonymous		.		B		16.08		.		.		.		.		.

		AD_304		AD		chr3		54894456		G		A		0.023		Intronic		.		B		0.453		.		.		.		.		.

		AD_304		AD		chr3		69088199		G		A		0.022		Intronic		.		B		0.913		.		.		.		.		.

		AD_304		AD		chr3		70957706		C		A		0.029		UTR		.		B		1.664		.		.		.		.		.

		AD_304		AD		chr3		130568392		C		T		0.011		Non-synonymous		0.000106		B		24.1		.		.		.		.		.

		AD_304		AD		chr3		184036005		A		G		0.062		Synonymous		.		B		0.573		.		.		.		.		.

		AD_304		AD		chr4		107035483		A		C		0.028		Non-synonymous		.		P		22.4		.		.		.		.		.

		AD_304		AD		chr4		107911036		G		A		0.038		UTR		.		B		0.914		.		.		.		.		.

		AD_304		AD		chr5		41032867		A		G		0.06		Intronic		.		B		6.17		.		.		.		.		.

		AD_304		AD		chr5		64598394		G		A		0.022		Non-synonymous		.		P		26.9		.		.		.		.		.

		AD_304		AD		chr5		65828253		G		A		0.02		UTR		.		B		0.149		.		.		.		.		.

		AD_304		AD		chr6		39190471		C		T		0.009091		UTR		.		B		6.897		.		.		.		.		.

		AD_304		AD		chr6		46689801		C		T		0.011		Non-synonymous		.		P		22.3		.		.		.		.		.

		AD_304		AD		chr6		55401806		A		G		0.058		Non-synonymous		.		P		22.1		0.0368		0.017561682		0.084		0.963		.

		AD_304		AD		chr6		70859106		T		G		0.012		UTR		.		B		10.1		.		.		.		.		.

		AD_304		AD		chr6		83623277		T		A		0.037		Intronic		.		B		6.965		.		.		.		.		.

		AD_304		AD		chr7		19697389		C		T		0.02		UTR		.		B		1.47		.		.		.		.		.

		AD_304		AD		chr7		45703423		G		T		0.029		Non-synonymous		.		P		22.4		.		.		.		.		.

		AD_304		AD		chr7		49507539		A		G		0.07		Intergenic		.		B		4.146		.		.		.		.		.

		AD_304		AD		chr7		97734210		G		A		0.013		Intronic		.		B		7.161		.		.		.		.		.

		AD_304		AD		chr7		103594414		C		A		0.015		Synonymous		.		B		7.722		.		.		.		.		.

		AD_304		AD		chr7		114690730		C		A		0.01		UTR		.		B		15.67		.		.		.		.		.

		AD_304		AD		chr7		159231592		A		G		0.02		Intronic		.		B		7.302		.		.		.		.		.

		AD_304		AD		chr8		10726261		G		A		0.068		Non-synonymous		.		P		26.9		0.4788		0.38496648		0.998		0.901		0.243

		AD_304		AD		chr8		47840086		C		T		0.044		Non-synonymous		0.0000691		B		12.89		0.0534		0.003632694		0.001		.		0.131

		AD_304		AD		chr8		103427610		C		T		0.022		UTR		.		B		0.198		.		.		.		.		.

		AD_304		AD		chr9		92079970		A		T		0.022		Intronic		.		B		6.304		.		.		.		.		.

		AD_304		AD		chr9		110512958		C		T		0.014		Non-synonymous		.		P		26.5		.		.		.		.		.

		AD_304		AD		chr9		114195902		A		G		0.02		Intronic		.		B		4.084		.		.		.		.		.

		AD_304		AD		chr10		885641		C		T		0.022		Splicing		.		B		16.84		.		.		.		.		.

		AD_304		AD		chr10		25598408		C		T		0.058		Non-synonymous		0.0000978		P		20.2		0.0811		0.022971606		0.959		0.913		.

		AD_304		AD		chr10		91908359		G		T		0.015		Non-synonymous		.		B		17.1		.		.		.		.		.

		AD_304		AD		chr10		96338484		T		C		0.011		UTR		.		B		5.119		.		.		.		.		.

		AD_304		AD		chr10		103438786		C		T		0.021		Non-synonymous		.		P		33		.		.		.		.		.

		AD_304		AD		chr10		116675177		G		A		0.009217		Synonymous		.		B		20.6		.		.		.		.		.

		AD_304		AD		chr10		126459590		A		G		0.011		Intronic		.		B		7.943		.		.		.		.		.

		AD_304		AD		chr11		17646694		C		T		0.011		UTR		.		B		0.312		.		.		.		.		.

		AD_304		AD		chr11		120956879		G		A		0.021		Synonymous		.		B		1.502		.		.		.		.		.

		AD_304		AD		chr12		45860894		G		T		0.056		Non-synonymous		.		P		28.6		0.0832		0.020175584		0.955		0.999		0.238

		AD_304		AD		chr12		111554119		C		T		0.008345		Intronic		.		B		2.082		.		.		.		.		.

		AD_304		AD		chr12		132247934		G		A		0.006053		Synonymous		.		B		3.931		.		.		.		.		.

		AD_304		AD		chr13		51974670		C		T		0.015		Non-synonymous		0.0000611		B		3.557		.		.		.		.		.

		AD_304		AD		chr14		24305949		G		A		0.014		Splicing		.		B		21.6		.		.		.		.		.

		AD_304		AD		chr14		31116399		G		A		0.014		Non-synonymous		0.00000406		P		23.8		.		.		.		.		.

		AD_304		AD		chr14		49838298		C		T		0.023		Intronic		.		B		0.552		.		.		.		.		.

		AD_304		AD		chr14		64794581		A		G		0.009023		Synonymous		.		B		9.107		.		.		.		.		.

		AD_304		AD		chr15		63061341		C		G		0.02		Intronic		.		B		16.96		.		.		.		.		.

		AD_304		AD		chr16		11446668		G		A		0.014		Intronic		.		B		0.009		.		.		.		.		.

		AD_304		AD		chr17		7513958		A		G		0.008653		Intronic		.		B		18.35		.		.		.		.		.

		AD_304		AD		chr17		40032714		C		T		0.021		Non-synonymous		0.0000245		P		21.4		.		.		.		.		.

		AD_304		AD		chr18		50126515		C		T		0.125		Intronic		.		B		5.973		.		.		.		.		.

		AD_304		AD		chr19		6665004		C		T		0.009569		Synonymous		.		B		4.575		.		.		.		.		.

		AD_304		AD		chr19		7606281		T		A		0.029		Non-synonymous		.		P		26.8		0.1261		0.054808694		0.998		0.999		0.404

		AD_304		AD		chr19		8977695		G		A		0.02		Synonymous		.		B		2.91		.		.		.		.		.

		AD_304		AD		chr19		18788633		C		G		0.03		Non-synonymous		.		P		25.3		0.8461		0.685617579		1		0.998		0.349

		AD_304		AD		chr19		29923745		A		G		0.019		Synonymous		.		B		1.094		.		.		.		.		.

		AD_304		AD		chr20		44428415		G		A		0.031		Non-synonymous		0.0000244		P		23.9		.		.		.		.		.

		AD_304		AD		chr20		62303687		C		T		0.012		Non-synonymous		.		P		27.2		.		.		.		.		.

		AD_304		AD		chr20		62888666		G		A		0.023		UTR		.		B		1.187		.		.		.		.		.

		AD_304		AD		chrX		22272899		G		A		0.037		Intronic		.		B		0.593		.		.		.		.		.

		AD_304		AD		chrX		49242060		C		A		0.013		Non-synonymous		.		P		33		.		.		.		.		.

		AD_304		AD		chrX		54963268		G		A		0.009044		Non-synonymous		.		P		21.6		.		.		.		.		.

		AD_304		AD		chrX		100687820		A		G		0.037		UTR		.		B		3.936		.		.		.		.		.

		AD_304		AD		chrX		108192578		T		C		0.074		Non-synonymous		.		B		18.86		0.5509		0.096183421		0.048		0.353		0.343

		AD_304		AD		chrX		130072360		T		C		0.051		Non-synonymous		0.0000056		B		17.91		0.0319		0.004898094		0.007		0.939		.

		AD_304		AD		chrX		140714113		G		A		0.007576		Intronic		.		B		0.003		.		.		.		.		.

		AD_304		AD		chrX		152736897		C		T		0.025		Non-synonymous		.		P		20.3		.		0.001001827		.		.		.

		AD_304		AD		chrX		153649366		G		A		0.013		Non-synonymous		0.000236		B		23.9		.		.		.		.		.

		AD_304		AD		chrX		154473120		G		A		0.00904		UTR		.		B		2.813		.		.		.		.		.

		AD_304		AD		chrM		2732		G		A		0.02		Intronic		.		B		.		.		.		.		.		.

		AD_1445		AD		chr1		19115539		A		T		0.009217		Non-synonymous		.		P		28		.		.		.		.		.

		AD_1445		AD		chr1		44218432		T		C		0.013		Non-synonymous		.		P		22.2		.		.		.		.		.

		AD_1445		AD		chr1		177280571		G		A		0.03		Synonymous		.		B		0.269		.		.		.		.		.

		AD_1445		AD		chr1		202333347		C		T		0.021		Intronic		.		B		0.116		.		.		.		.		.

		AD_1445		AD		chr1		204162135		G		A		0.019		Non-synonymous		0.00000812		P		36		.		.		.		.		.

		AD_1445		AD		chr1		206588460		G		C		0.021		UTR		.		B		14.31		.		.		.		.		.

		AD_1445		AD		chr1		220697110		T		A		0.019		UTR		.		B		3.441		.		.		.		.		.

		AD_1445		AD		chr1		233057554		A		T		0.021		UTR		.		B		2.622		.		.		.		.		.

		AD_1445		AD		chr2		24838620		C		T		0.034		Non-synonymous		0.0000122		P		24.6		.		.		.		.		.

		AD_1445		AD		chr2		53904032		T		C		0.019		Non-synonymous		.		P		23.1		.		.		.		.		.

		AD_1445		AD		chr2		70809105		T		A		0.005974		Non-synonymous		.		B		1.996		.		.		.		.		.

		AD_1445		AD		chr2		127987017		T		C		0.155		Intronic		.		B		0.504		.		.		.		.		.

		AD_1445		AD		chr2		159219650		A		T		0.019		Intronic		.		B		0.388		.		.		.		.		.

		AD_1445		AD		chr3		15256110		G		A		0.008674		Synonymous		.		B		17.99		.		.		.		.		.

		AD_1445		AD		chr3		44449581		G		T		0.029		Non-synonymous		.		P		21.7		0.0017		0.014947319		0.964		0.839		0.38

		AD_1445		AD		chr3		52522728		G		A		0.022		Intronic		.		B		0.157		.		.		.		.		.

		AD_1445		AD		chr3		187236373		G		A		0.011		Non-synonymous		0.0000244		P		25.6		.		.		.		.		.

		AD_1445		AD		chr5		112838088		C		T		0.013		Non-synonymous		.		B		19.55		.		.		.		.		.

		AD_1445		AD		chr5		132272188		G		A		0.009445		Non-synonymous		.		P		33		.		.		.		.		.

		AD_1445		AD		chr5		140361857		G		A		0.028		Synonymous		.		B		11.46		.		.		.		.		.

		AD_1445		AD		chr5		140695776		C		T		0.015		Synonymous		.		B		16.21		.		.		.		.		.

		AD_1445		AD		chr5		141360636		A		G		0.016		Synonymous		.		B		17.14		.		.		.		.		.

		AD_1445		AD		chr5		172338227		C		T		0.063		UTR		.		B		5.175		.		.		.		.		.

		AD_1445		AD		chr6		34240916		G		A		0.015		Non-synonymous		.		P		23.6		.		.		.		.		.

		AD_1445		AD		chr6		54083532		A		G		0.01		Intronic		.		B		12.6		.		.		.		.		.

		AD_1445		AD		chr6		168308218		C		T		0.012		Synonymous		.		B		0.045		.		.		.		.		.

		AD_1445		AD		chr7		73865994		G		C		0.026		Intergenic		.		B		1.002		.		.		.		.		.

		AD_1445		AD		chr7		101137360		C		T		0.007286		Intronic		.		B		0.149		.		.		.		.		.

		AD_1445		AD		chr7		101171129		G		T		0.144		UTR		.		B		4.55		.		.		.		.		.

		AD_1445		AD		chr7		114691781		A		G		0.081		UTR		.		B		14.89		.		.		.		.		.

		AD_1445		AD		chr8		20248717		C		T		0.014		UTR		.		B		1.754		.		.		.		.		.

		AD_1445		AD		chr8		80633178		G		A		0.027		UTR		.		B		4.804		.		.		.		.		.

		AD_1445		AD		chr9		6981089		G		T		0.097		Non-synonymous		.		P		21.1		0.0437		0.008507007		0.999		0.497		0.374

		AD_1445		AD		chr9		128107397		G		A		0.012		Non-synonymous		0.00000579		P		29.3		.		.		.		.		.

		AD_1445		AD		chr9		128284653		A		G		0.056		Intronic		.		B		3.584		.		.		.		.		.

		AD_1445		AD		chr10		43557944		T		G		0.008681		Non-synonymous		.		B		6.673		.		.		.		.		.

		AD_1445		AD		chr10		87659908		C		T		0.105		UTR		.		B		11.72		.		.		.		.		.

		AD_1445		AD		chr10		102862940		T		G		0.00875		Splicing		.		B		3.437		.		.		.		.		.

		AD_1445		AD		chr10		103898961		C		T		0.027		Non-synonymous		.		P		24		.		.		.		.		.

		AD_1445		AD		chr10		121474469		G		A		0.022		Intergenic		.		B		1.895		.		.		.		.		.

		AD_1445		AD		chr10		124042442		C		T		0.01		Non-synonymous		0.0000325		B		18.33		.		.		.		.		.

		AD_1445		AD		chr11		2411535		G		C		0.014		Intronic		.		B		0.961		.		.		.		.		.

		AD_1445		AD		chr11		19192377		C		A		0.104		Non-synonymous		.		P		24.8		0.8594		0.110989532		0.996		0.983		0.45

		AD_1445		AD		chr11		27499468		C		T		0.023		Non-synonymous		.		P		26.4		.		.		.		.		.

		AD_1445		AD		chr11		47285141		T		A		0.015		Non-synonymous		.		B		18.97		.		.		.		.		.

		AD_1445		AD		chr11		55935396		T		G		0.033		Intergenic		.		B		1.161		.		.		.		.		.

		AD_1445		AD		chr11		64556223		C		T		0.021		Non-synonymous		0.0000203		P		22.1		.		.		.		.		.

		AD_1445		AD		chr11		68041347		G		A		0.063		Non-synonymous		.		P		23.3		.		0.126057752		.		.		.

		AD_1445		AD		chr11		129852582		C		T		0.008791		Non-synonymous		0.0000162		B		19.51		.		.		.		.		.

		AD_1445		AD		chr12		55839721		C		T		0.017		Non-synonymous		0.00000417		P		23.1		.		.		.		.		.

		AD_1445		AD		chr14		24177813		G		T		0.072		Intronic		.		B		2.381		.		.		.		.		.

		AD_1445		AD		chr14		55382216		A		G		0.016		Intronic		.		B		2.673		.		.		.		.		.

		AD_1445		AD		chr14		99652438		G		A		0.011		Non-synonymous		.		P		28.5		.		.		.		.		.

		AD_1445		AD		chr16		19115606		T		C		0.097		Non-synonymous		.		P		33		0.1051		0.051806714		0.996		0.998		0.771

		AD_1445		AD		chr16		23702696		C		T		0.196		Synonymous		.		B		0.942		.		.		.		.		.

		AD_1445		AD		chr16		74695771		G		T		0.021		Intronic		.		B		0.444		.		.		.		.		.

		AD_1445		AD		chr16		75235132		G		A		0.015		Synonymous		.		B		7.137		.		.		.		.		.

		AD_1445		AD		chr16		84054195		C		T		0.007916		UTR		.		B		5.278		.		.		.		.		.

		AD_1445		AD		chr17		2698370		G		A		0.041		Non-synonymous		0.0000571		P		26.3		0.296		0.032551974		0.269		0.889		0.413

		AD_1445		AD		chr17		41724112		G		T		0.013		UTR		.		B		6.447		.		.		.		.		.

		AD_1445		AD		chr17		74865750		C		T		0.041		Non-synonymous		0.0000164		P		32		0.6784		0.173778203		1		1		0.799

		AD_1445		AD		chr18		58537045		C		T		0.01		Non-synonymous		0.00000814		B		0.652		.		.		.		.		.

		AD_1445		AD		chr18		72537621		A		G		0.021		UTR		.		B		14.7		.		.		.		.		.

		AD_1445		AD		chr19		1556526		G		A		0.007905		Synonymous		.		B		10.52		.		.		.		.		.

		AD_1445		AD		chr19		38455252		C		A		0.014		Synonymous		.		B		9.588		.		.		.		.		.

		AD_1445		AD		chr20		4725034		G		C		0.011		Non-synonymous		.		P		22.4		.		.		.		.		.

		AD_1445		AD		chr20		32433732		C		T		0.009615		Non-synonymous		0.0000244		P		35		.		.		.		.		.

		AD_1445		AD		chr20		33624946		C		T		0.024		Non-synonymous		.		P		21		0.0457		0.013581873		0.763		0.464		0.3

		AD_1445		AD		chr21		30881547		G		A		0.017		UTR		.		B		13.85		.		.		.		.		.

		AD_1445		AD		chr21		42383074		G		C		0.014		Non-synonymous		.		P		25.8		.		.		.		.		.

		AD_1445		AD		chr22		18091171		C		T		0.02		UTR		.		B		0.43		.		.		.		.		.

		AD_1445		AD		chr22		30407613		C		T		0.015		Intronic		.		B		0.698		.		.		.		.		.

		AD_1445		AD		chr22		31088122		C		T		0.009333		Intronic		.		B		0.015		.		.		.		.		.

		AD_1445		AD		chr22		44849006		C		T		0.011		Synonymous		.		B		10.23		.		.		.		.		.

		AD_1445		AD		chrX		48831442		G		A		0.058		Non-synonymous		.		P		27.2		0.1858		0.358535593		1		1		0.491

		AD_1445		AD		chrX		49067841		G		A		0.041		Non-synonymous		.		P		22.3		0.1495		0.046395255		0.998		0.988		0.185

		AD_1445		AD		chrX		84934353		G		A		0.016		Splicing		.		B		0.479		.		.		.		.		.

		AD_1445		AD		chrX		153536342		C		T		0.029		Non-synonymous		0.0000675		B		12.64		.		.		.		.		.

		AD_314		AD		chr1		5564181		G		A		0.169		Intronic		.		B		0.296		.		.		.		.		.

		AD_314		AD		chr1		6465197		C		T		0.06		Synonymous		.		B		0.871		.		.		.		.		.

		AD_314		AD		chr1		33617604		G		A		0.017		Synonymous		.		B		12.68		.		.		.		.		.

		AD_314		AD		chr1		37762818		G		A		0.037		Synonymous		.		B		8.273		.		.		.		.		.

		AD_314		AD		chr1		88949273		G		A		0.017		Non-synonymous		.		P		29		.		.		.		.		.

		AD_314		AD		chr1		150733146		C		A		0.012		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_314		AD		chr1		151709295		C		T		0.034		Non-synonymous		0.0000203		P		22.7		0.0262		0.011836919		1		0.662		.

		AD_314		AD		chr1		156744184		C		T		0.016		Synonymous		.		B		18.4		.		.		.		.		.

		AD_314		AD		chr1		171015131		G		A		0.026		UTR		.		B		0.755		.		.		.		.		.

		AD_314		AD		chr1		181089815		G		A		0.038		Non-synonymous		.		P		34		.		.		.		.		.

		AD_314		AD		chr1		186178475		G		A		0.018		Non-synonymous		0.00000814		P		32		.		.		.		.		.

		AD_314		AD		chr1		205532382		C		T		0.038		UTR		.		B		0.738		.		.		.		.		.

		AD_314		AD		chr1		207079014		T		C		0.012		Non-synonymous		.		B		4.507		.		.		.		.		.

		AD_314		AD		chr1		226887961		C		T		0.069		Intronic		.		B		3.005		.		.		.		.		.

		AD_314		AD		chr1		227921468		C		T		0.019		UTR		.		B		0.759		.		.		.		.		.

		AD_314		AD		chr1		230838269		C		G		0.025		UTR		.		B		0.681		.		.		.		.		.

		AD_314		AD		chr1		246621533		C		A		0.016		Non-synonymous		.		B		6.434		.		.		.		.		.

		AD_314		AD		chr2		27492532		C		T		0.013		Intronic		.		B		5.452		.		.		.		.		.

		AD_314		AD		chr2		28565322		G		A		0.021		Non-synonymous		0.0000333		P		21.8		.		.		.		.		.

		AD_314		AD		chr2		32549378		G		A		0.041		Synonymous		.		B		13.77		.		.		.		.		.

		AD_314		AD		chr2		54646104		T		A		0.034		Intronic		.		B		0.788		.		.		.		.		.

		AD_314		AD		chr2		63057352		G		A		0.041		UTR		.		B		13.35		.		.		.		.		.

		AD_314		AD		chr2		72176790		C		A		0.014		UTR		.		B		2.432		.		.		.		.		.

		AD_314		AD		chr2		96144957		G		A		0.026		Intronic		.		B		9.071		.		.		.		.		.

		AD_314		AD		chr2		159439163		G		A		0.016		Non-synonymous		.		P		28.7		.		.		.		.		.

		AD_314		AD		chr2		178741108		G		T		0.12		Non-synonymous		.		B		12.78		0.0808		0.011494175		0		0		0.199

		AD_314		AD		chr2		237739246		C		T		0.034		Synonymous		.		B		15.2		.		.		.		.		.

		AD_314		AD		chr3		20101320		C		A		0.022		Non-synonymous		.		P		23.8		.		.		.		.		.

		AD_314		AD		chr3		52075576		C		G		0.042		UTR		.		B		0.655		.		.		.		.		.

		AD_314		AD		chr3		129421414		G		T		0.019		Non-synonymous		.		B		9.067		.		.		.		.		.

		AD_314		AD		chr3		133608502		T		A		0.017		Intronic		.		B		1.303		.		.		.		.		.

		AD_314		AD		chr3		142187777		C		A		0.015		Splicing		.		B		4.637		.		.		.		.		.

		AD_314		AD		chr3		160756541		T		A		0.021		Non-synonymous		.		P		23.2		.		.		.		.		.

		AD_314		AD		chr4		3248288		G		A		0.02		UTR		.		B		4.895		.		.		.		.		.

		AD_314		AD		chr4		76716297		C		T		0.023		Intronic		.		B		2.251		.		.		.		.		.

		AD_314		AD		chr4		99136599		C		G		0.03		Non-synonymous		.		P		22.8		0.1187		0.073712783		1		0.975		0.798

		AD_314		AD		chr4		113381667		A		G		0.037		UTR		.		B		14.76		.		.		.		.		.

		AD_314		AD		chr4		138242305		A		T		0.124		UTR		.		B		10.38		.		.		.		.		.

		AD_314		AD		chr4		154585459		C		G		0.022		UTR		.		B		6.006		.		.		.		.		.

		AD_314		AD		chr5		52920437		C		A		0.017		Non-synonymous		.		P		36		.		.		.		.		.

		AD_314		AD		chr5		109884682		C		A		0.016		Intronic		.		B		9.467		.		.		.		.		.

		AD_314		AD		chr5		116447815		C		T		0.026		Splicing		.		B		9.179		.		.		.		.		.

		AD_314		AD		chr5		126832620		A		T		0.025		Intronic		.		B		6.22		.		.		.		.		.

		AD_314		AD		chr5		132487073		C		T		0.011		Non-synonymous		.		P		27.8		.		.		.		.		.

		AD_314		AD		chr5		140861449		C		A		0.052		UTR		.		B		4.674		.		.		.		.		.

		AD_314		AD		chr5		141319853		G		A		0.014		Synonymous		.		B		13.97		.		.		.		.		.

		AD_314		AD		chr5		176879435		C		T		0.018		Synonymous		.		B		16.33		.		.		.		.		.

		AD_314		AD		chr6		70281013		C		T		0.071		Synonymous		.		B		0.008		.		.		.		.		.

		AD_314		AD		chr6		81751841		C		A		0.013		Non-synonymous		.		P		23.5		.		.		.		.		.

		AD_314		AD		chr6		89930509		A		G		0.092		UTR		.		B		13.63		.		.		.		.		.

		AD_314		AD		chr6		109980036		G		A		0.064		Synonymous		.		B		8.617		.		.		.		.		.

		AD_314		AD		chr6		118317519		C		T		0.03		UTR		.		B		13.39		.		.		.		.		.

		AD_314		AD		chr6		134172325		A		G		0.05		Intronic		.		B		7.843		.		.		.		.		.

		AD_314		AD		chr7		33605181		C		A		0.007519		UTR		.		B		9.828		.		.		.		.		.

		AD_314		AD		chr7		54549931		C		A		0.018		Non-synonymous		.		P		23.4		.		.		.		.		.

		AD_314		AD		chr7		55192802		C		T		0.013		Non-synonymous		.		P		21.6		.		.		.		.		.

		AD_314		AD		chr7		55520917		T		C		0.092		Intronic		.		B		0.279		.		.		.		.		.

		AD_314		AD		chr7		111863537		C		T		0.088		Non-synonymous		0.0000329		B		19.43		0.019		0.007863665		0.982		0.956		0.545

		AD_314		AD		chr7		150340956		C		A		0.006944		UTR		.		B		2.11		.		.		.		.		.

		AD_314		AD		chr7		151341807		C		T		0.06		Non-synonymous		.		P		25.7		.		0.545937937		.		1		.

		AD_314		AD		chr8		60848657		C		T		0.098		Intronic		.		B		0.115		.		.		.		.		.

		AD_314		AD		chr8		135234389		C		A		0.018		Intronic		.		B		1.013		.		.		.		.		.

		AD_314		AD		chr9		81916107		G		A		0.018		Intronic		.		B		1.384		.		.		.		.		.

		AD_314		AD		chr9		113199000		A		G		0.03		Intronic		.		B		5.15		.		.		.		.		.

		AD_314		AD		chr9		123382611		G		A		0.03		Synonymous		.		B		18.61		.		.		.		.		.

		AD_314		AD		chr9		132238969		G		C		0.028		Intronic		.		B		4.962		.		.		.		.		.

		AD_314		AD		chr9		135809706		C		T		0.024		UTR		.		B		3.403		.		.		.		.		.

		AD_314		AD		chr10		5094019		G		A		0.092		UTR		.		B		5.217		.		.		.		.		.

		AD_314		AD		chr10		27171084		G		A		0.035		Non-synonymous		.		P		25.6		.		.		.		.		.

		AD_314		AD		chr10		70859517		G		A		0.012		Synonymous		.		B		3.186		.		.		.		.		.

		AD_314		AD		chr10		110780925		G		A		0.02		Non-synonymous		.		P		27.3		.		.		.		.		.

		AD_314		AD		chr11		59204790		G		C		0.015		Non-synonymous		.		P		29.1		.		.		.		.		.

		AD_314		AD		chr11		59364815		G		A		0.034		Non-synonymous		.		P		26.1		0.0266		0.006820035		0.98		1		0.481

		AD_314		AD		chr11		62801591		A		T		0.017		Non-synonymous		.		P		32		.		.		.		.		.

		AD_314		AD		chr11		92354421		C		T		0.007924		Non-synonymous		0.000574		B		12.2		.		.		.		.		.

		AD_314		AD		chr11		113363871		C		A		0.013		Non-synonymous		.		P		23.5		.		.		.		.		.

		AD_314		AD		chr11		129888476		C		A		0.018		Non-synonymous		.		B		0.129		.		.		.		.		.

		AD_314		AD		chr12		14770616		G		A		0.035		UTR		.		B		7		.		.		.		.		.

		AD_314		AD		chr12		47993973		C		T		0.098		Intronic		.		B		0.738		.		.		.		.		.

		AD_314		AD		chr12		48528163		G		A		0.145		Intronic		.		B		4.295		.		.		.		.		.

		AD_314		AD		chr12		57195780		G		A		0.013		Non-synonymous		.		P		26.2		.		.		.		.		.

		AD_314		AD		chr12		119697680		C		T		0.097		Non-synonymous		0.00000407		P		23.1		0.1467		0.020487712		0.968		0.974		0.206

		AD_314		AD		chr13		51865435		A		T		0.023		Non-synonymous		.		B		19.02		.		.		.		.		.

		AD_314		AD		chr14		21032047		T		C		0.022		Synonymous		.		B		18.63		.		.		.		.		.

		AD_314		AD		chr14		73696739		T		C		0.019		UTR		.		B		11.83		.		.		.		.		.

		AD_314		AD		chr14		74483151		G		A		0.043		Intronic		.		B		14.13		.		.		.		.		.

		AD_314		AD		chr15		93027975		G		A		0.067		UTR		.		B		18.07		.		.		.		.		.

		AD_314		AD		chr15		98891439		G		A		0.017		Non-synonymous		0.0000285		P		22.4		.		.		.		.		.

		AD_314		AD		chr15		99137161		C		T		0.016		UTR		.		B		0.507		.		.		.		.		.

		AD_314		AD		chr16		4575787		G		T		0.031		Non-synonymous		.		B		0.051		.		.		.		.		.

		AD_314		AD		chr16		4747428		G		C		0.035		Non-synonymous		.		B		19.05		0.1711		0.013382821		0.996		0.995		0.165

		AD_314		AD		chr16		23635683		C		T		0.021		Non-synonymous		.		B		0.955		.		.		.		.		.

		AD_314		AD		chr16		75479147		T		A		0.007599		Non-synonymous		.		P		21.8		.		.		.		.		.

		AD_314		AD		chr17		42029133		C		A		0.042		Intronic		.		B		2.335		.		.		.		.		.

		AD_314		AD		chr17		58310110		C		T		0.127		Non-synonymous		.		P		25.4		0.7631		0.18314671		1		0.998		0.201

		AD_314		AD		chr17		75839838		C		T		0.031		Non-synonymous		0.00000814		P		29.7		.		.		.		.		.

		AD_314		AD		chr18		347103		C		A		0.012		Synonymous		.		B		4.799		.		.		.		.		.

		AD_314		AD		chr19		7542914		C		A		0.015		Non-synonymous		.		P		26.6		.		.		.		.		.

		AD_314		AD		chr19		38932656		G		A		0.022		Non-synonymous		0.0000122		B		19.4		.		.		.		.		.

		AD_314		AD		chr19		49799457		G		T		0.011		Non-synonymous		.		P		32		.		.		.		.		.

		AD_314		AD		chr19		51643916		G		C		0.027		Non-synonymous		.		B		12.75		.		.		.		.		.

		AD_314		AD		chr20		761382		C		T		0.05		UTR		.		B		5.063		.		.		.		.		.

		AD_314		AD		chr20		33111294		C		T		0.014		Intronic		.		B		0.084		.		.		.		.		.

		AD_314		AD		chr21		42395601		A		G		0.028		UTR		.		B		2.218		.		.		.		.		.

		AD_314		AD		chr22		22202085		C		A		0.02		Non-synonymous		.		B		17.6		.		.		.		.		.

		AD_314		AD		chr22		36324987		T		C		0.025		Intronic		.		B		4.308		.		.		.		.		.

		AD_314		AD		chr22		39134682		G		A		0.023		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_314		AD		chr22		45197855		T		A		0.006974		Non-synonymous		.		P		31		.		.		.		.		.

		AD_314		AD		chrX		22133477		G		A		0.009107		Intronic		.		B		2.553		.		.		.		.		.

		AD_314		AD		chrX		41727310		G		T		0.022		Non-synonymous		.		P		23.1		.		.		.		.		.

		AD_314		AD		chrX		47586855		G		A		0.035		Intronic		.		B		7.143		.		.		.		.		.

		AD_314		AD		chrX		53248961		G		A		0.037		Intronic		.		B		4.801		.		.		.		.		.

		AD_314		AD		chrX		70504792		G		C		0.02		UTR		.		B		3.98		.		.		.		.		.

		AD_314		AD		chrX		106840012		C		T		0.123		Intronic		.		B		0.907		.		.		.		.		.

		AD_314		AD		chrX		111247524		G		C		0.02		Intronic		.		B		5.541		.		.		.		.		.

		AD_314		AD		chrX		114907227		C		A		0.006039		Non-synonymous		.		B		19.75		.		.		.		.		.

		AD_315		AD		chr1		32470923		C		T		0.016		Non-synonymous		.		P		23.4		.		.		.		.		.

		AD_315		AD		chr1		37998979		A		T		0.013		Non-synonymous		.		P		23.8		.		.		.		.		.

		AD_315		AD		chr1		40862279		C		T		0.042		UTR		.		B		10.16		.		.		.		.		.

		AD_315		AD		chr1		91722008		G		A		0.019		Non-synonymous		.		P		30		.		.		.		.		.

		AD_315		AD		chr1		158466398		C		A		0.013		Synonymous		.		B		0.005		.		.		.		.		.

		AD_315		AD		chr1		202911163		C		T		0.013		Non-synonymous		.		P		37		.		.		.		.		.

		AD_315		AD		chr1		205017227		G		C		0.062		UTR		.		B		10.3		.		.		.		.		.

		AD_315		AD		chr2		1648188		G		A		0.03		Non-synonymous		0.0000492		P		33		.		.		.		.		.

		AD_315		AD		chr2		178571937		T		A		0.057		Non-synonymous		.		P		32		0.1754		0.045333582		0.987		0.999		0.602

		AD_315		AD		chr2		189738503		G		A		0.098		Intronic		.		B		1.467		.		.		.		.		.

		AD_315		AD		chr2		197402637		T		C		0.029		Non-synonymous		.		P		32		.		.		.		.		.

		AD_315		AD		chr2		238094809		G		A		0.014		UTR		.		B		0.142		.		.		.		.		.

		AD_315		AD		chr3		47850926		G		A		0.017		UTR		.		B		1.486		.		.		.		.		.

		AD_315		AD		chr3		48918855		C		T		0.035		Non-synonymous		0.00000864		P		21.4		0.0567		0.014246283		0.989		.		0.119

		AD_315		AD		chr3		66220811		G		C		0.02		UTR		.		B		19.5		.		.		.		.		.

		AD_315		AD		chr4		1953384		C		T		0.046		Non-synonymous		.		P		20.2		0.6		0.10155505		0.105		0.884		0.405

		AD_315		AD		chr4		37443900		G		A		0.052		Non-synonymous		0.0000326		P		24.2		0.565		0.050580628		0.998		0.982		0.375

		AD_315		AD		chr4		105269698		G		T		0.014		Non-synonymous		.		P		33		.		.		.		.		.

		AD_315		AD		chr4		185656662		G		A		0.067		UTR		.		B		1.755		.		.		.		.		.

		AD_315		AD		chr5		67114352		G		A		0.055		UTR		.		B		0.424		.		.		.		.		.

		AD_315		AD		chr5		96909689		A		C		0.035		Non-synonymous		.		B		19.31		0.0027		0.003708149		0		0.439		0.466

		AD_315		AD		chr5		134693460		C		G		0.061		UTR		.		B		11.89		.		.		.		.		.

		AD_315		AD		chr5		156766370		C		T		0.033		UTR		.		B		0.915		.		.		.		.		.

		AD_315		AD		chr5		181243812		G		C		0.036		UTR		.		B		10.49		.		.		.		.		.

		AD_315		AD		chr6		41589872		C		T		0.052		Intronic		.		B		1.715		.		.		.		.		.

		AD_315		AD		chr7		27992168		A		T		0.011		Non-synonymous		.		B		18.52		.		.		.		.		.

		AD_315		AD		chr7		122699220		A		G		0.111		Intronic		.		B		3.622		.		.		.		.		.

		AD_315		AD		chr7		123629034		A		G		0.051		Non-synonymous		.		P		20.2		0.0521		0.00906705		0.018		0.782		0.375

		AD_315		AD		chr9		35722141		C		T		0.042		Non-synonymous		.		P		24.5		0.9444		0.416391007		1		1		0.925

		AD_315		AD		chr9		97922622		G		A		0.03		Intergenic		.		B		8.643		.		.		.		.		.

		AD_315		AD		chr10		18596304		A		C		0.02		Non-synonymous		.		P		23.7		0.0626		0.009354822		0.389		0.985		0.823

		AD_315		AD		chr10		20813894		G		A		0.04		UTR		.		B		1.539		.		.		.		.		.

		AD_315		AD		chr10		110837441		C		T		0.041		UTR		.		B		1.826		.		.		.		.		.

		AD_315		AD		chr10		133459835		G		A		0.054		Non-synonymous		.		B		13.9		.		.		.		.		.

		AD_315		AD		chr11		22282857		A		G		0.043		UTR		.		B		1.884		.		.		.		.		.

		AD_315		AD		chr11		61482593		G		A		0.053		Intronic		.		B		7.703		.		.		.		.		.

		AD_315		AD		chr11		102348671		G		A		0.048		UTR		.		B		7.109		.		.		.		.		.

		AD_315		AD		chr11		129857371		C		T		0.016		Non-synonymous		.		B		15.85		.		.		.		.		.

		AD_315		AD		chr12		101393840		G		T		0.022		UTR		.		B		2.442		.		.		.		.		.

		AD_315		AD		chr12		102855382		A		G		0.105		Intronic		.		B		6.522		.		.		.		.		.

		AD_315		AD		chr12		106444556		C		T		0.037		Synonymous		.		B		10.72		.		.		.		.		.

		AD_315		AD		chr12		117860422		C		T		0.031		Non-synonymous		.		P		25.7		.		.		.		.		.

		AD_315		AD		chr12		123327844		T		C		0.042		Intronic		.		B		12.87		.		.		.		.		.

		AD_315		AD		chr14		74798283		C		A		0.029		Non-synonymous		.		P		23.1		.		.		.		.		.

		AD_315		AD		chr15		36579968		G		T		0.064		Splicing		.		B		17.48		.		.		.		.		.

		AD_315		AD		chr15		41842307		G		A		0.057		Intronic		.		B		1.408		.		.		.		.		.

		AD_315		AD		chr15		78157557		G		A		0.015		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_315		AD		chr15		89628444		A		G		0.025		Non-synonymous		0.000025		P		26.5		.		.		.		.		.

		AD_315		AD		chr16		1344341		G		A		0.032		Intronic		.		B		4.096		.		.		.		.		.

		AD_315		AD		chr16		3140888		G		A		0.109		Synonymous		.		B		18.36		.		.		.		.		.

		AD_315		AD		chr16		57262099		C		T		0.017		Intronic		.		B		1.114		.		.		.		.		.

		AD_315		AD		chr17		2400592		C		T		0.034		Intronic		.		B		17.61		.		.		.		.		.

		AD_315		AD		chr17		7948559		G		A		0.027		Non-synonymous		.		P		25.9		.		.		.		.		.

		AD_315		AD		chr17		12767820		C		T		0.029		UTR		.		B		4.777		.		.		.		.		.

		AD_315		AD		chr17		18151030		A		T		0.044		Intronic		.		B		1.896		.		.		.		.		.

		AD_315		AD		chr17		18236555		C		T		0.094		Intronic		.		B		1.885		.		.		.		.		.

		AD_315		AD		chr17		29253782		C		A		0.015		Non-synonymous		.		P		29.5		.		.		.		.		.

		AD_315		AD		chr17		31182512		T		A		0.025		Non-synonymous		.		P		38		.		.		.		.		.

		AD_315		AD		chr17		44849266		G		A		0.034		Non-synonymous		.		P		25.1		0.1078		0.03486656		0.944		0.928		0.716

		AD_315		AD		chr17		47813706		C		T		0.05		Non-synonymous		.		P		28.2		0.1565		0.02855915		0.999		1		0.815

		AD_315		AD		chr17		48576007		C		T		0.02		UTR		.		B		5.713		.		.		.		.		.

		AD_315		AD		chr17		49506324		C		A		0.021		Non-synonymous		.		P		24.8		.		.		.		.		.

		AD_315		AD		chr17		61924998		C		T		0.012		Non-synonymous		.		P		28.5		.		.		.		.		.

		AD_315		AD		chr17		74927185		A		G		0.062		Intronic		.		B		0.805		.		.		.		.		.

		AD_315		AD		chr19		16553885		C		T		0.05		Non-synonymous		.		P		23.5		0.133		0.029185773		0.958		0.686		0.265

		AD_315		AD		chr19		16765137		C		T		0.049		Synonymous		.		B		3.862		.		.		.		.		.

		AD_315		AD		chr19		47341715		G		A		0.052		Non-synonymous		.		P		20.1		0.0558		0.005479009		0.925		.		0.487

		AD_315		AD		chr19		55954892		C		T		0.009685		Synonymous		.		B		1.544		.		.		.		.		.

		AD_315		AD		chr20		326728		C		A		0.02		Non-synonymous		.		P		23.5		.		.		.		.		.

		AD_315		AD		chr20		20391360		C		A		0.014		UTR		.		B		0.012		.		.		.		.		.

		AD_315		AD		chr20		32235732		G		A		0.024		UTR		.		B		6.907		.		.		.		.		.

		AD_315		AD		chr20		63588436		C		G		0.045		UTR		.		B		1.505		.		.		.		.		.

		AD_315		AD		chrX		15804199		T		G		0.103		Non-synonymous		.		P		23.9		.		.		.		.		.

		AD_315		AD		chrX		26160922		G		A		0.054		Non-synonymous		.		B		3.893		.		.		.		.		.

		AD_315		AD		chrX		71537899		A		T		0.038		Non-synonymous		.		P		25.3		0.3781		0.329151802		1		0.999		0.64

		AD_315		AD		chrM		374		A		G		0.173		Intergenic		.		B		.		.		.		.		.		.

		AD_307		AD		chr2		69804571		C		G		0.025		Non-synonymous		.		P		24.8		.		.		.		.		.

		AD_307		AD		chr2		135724130		C		T		0.009597		Synonymous		.		B		7.907		.		.		.		.		.

		AD_307		AD		chr3		54627816		C		A		0.00703		Non-synonymous		.		B		15.2		.		.		.		.		.

		AD_307		AD		chr7		101321674		G		A		0.012		Synonymous		.		B		17.94		.		.		.		.		.

		AD_307		AD		chr8		123231662		G		A		0.041		Synonymous		.		B		8.852		.		.		.		.		.

		AD_307		AD		chr9		131270441		C		A		0.006545		UTR		.		B		1.137		.		.		.		.		.

		AD_307		AD		chr9		136008846		C		T		0.02		UTR		.		B		13.12		.		.		.		.		.

		AD_307		AD		chr11		7089909		C		T		0.015		Synonymous		.		B		16.41		.		.		.		.		.

		AD_307		AD		chr16		25243897		C		A		0.014		Non-synonymous		.		B		15.69		.		.		.		.		.

		AD_307		AD		chr17		3530135		G		A		0.014		Synonymous		.		B		0.172		.		.		.		.		.

		AD_307		AD		chr22		48646526		C		T		0.085		Intronic		.		B		0.127		.		.		.		.		.

		AD_320		AD		chr1		149934370		G		A		0.052		Intronic		.		B		2.534		.		.		.		.		.

		AD_320		AD		chr1		162399090		G		A		0.014		Splicing		.		B		13.47		.		.		.		.		.

		AD_320		AD		chr4		988889		C		T		0.049		Non-synonymous		.		P		21.9		0.2588		0.134220269		0.991		0.864		.

		AD_320		AD		chr5		33987379		G		A		0.022		UTR		.		B		1.338		.		.		.		.		.

		AD_320		AD		chr9		36215931		C		A		0.035		UTR		.		B		11.28		.		.		.		.		.

		AD_320		AD		chr9		130285216		C		T		0.021		Non-synonymous		0		P		23.7		.		.		.		.		.

		AD_320		AD		chr9		130668251		G		A		0.015		Non-synonymous		0.0000162		P		26.1		.		.		.		.		.

		AD_320		AD		chr11		6716272		G		A		0.028		Intronic		.		B		2.631		.		.		.		.		.

		AD_320		AD		chr16		1699210		C		A		0.013		UTR		.		B		0.144		.		.		.		.		.

		AD_1446		AD		chr1		36085938		G		A		0.011		Non-synonymous		.		P		27.6		.		.		.		.		.

		AD_1446		AD		chr1		114716053		T		C		0.028		Non-synonymous		.		P		28		0.7145		0.366138718		0.995		0.999		0.825

		AD_1446		AD		chr1		169729357		C		T		0.023		Non-synonymous		0.0000858		B		0.125		.		.		.		.		.

		AD_1446		AD		chr1		175014048		T		G		0.055		UTR		.		B		5.88		.		.		.		.		.

		AD_1446		AD		chr1		181772045		C		G		0.064		Intronic		.		B		0.851		.		.		.		.		.

		AD_1446		AD		chr1		208022953		A		G		0.008333		UTR		.		B		1.116		.		.		.		.		.

		AD_1446		AD		chr1		215621591		A		G		0.058		UTR		.		B		6.408		.		.		.		.		.

		AD_1446		AD		chr1		217608521		C		T		0.021		UTR		.		B		16.82		.		.		.		.		.

		AD_1446		AD		chr2		27471003		T		C		0.011		Synonymous		.		B		16.99		.		.		.		.		.

		AD_1446		AD		chr2		54668514		A		G		0.006015		Non-synonymous		.		P		23.8		.		.		.		.		.

		AD_1446		AD		chr2		84703399		G		A		0.068		Non-synonymous		0.000802		B		23		0.0548		0.016016688		0.074		0.949		0.489

		AD_1446		AD		chr2		88451879		C		G		0.076		Intronic		.		B		13.42		.		.		.		.		.

		AD_1446		AD		chr2		141062028		T		C		0.083		Intronic		.		B		6.003		.		.		.		.		.

		AD_1446		AD		chr2		148462587		G		A		0.033		Non-synonymous		.		P		26		0.4056		0.02594992		0.996		0.995		0.481

		AD_1446		AD		chr2		178731979		A		G		0.044		Splicing		.		B		11.12		.		.		.		.		.

		AD_1446		AD		chr2		219633182		G		A		0.025		Intronic		.		B		7.615		.		.		.		.		.

		AD_1446		AD		chr3		17233626		G		C		0.011		Intronic		.		B		13.48		.		.		.		.		.

		AD_1446		AD		chr3		47122623		T		C		0.075		Synonymous		.		B		12.14		.		.		.		.		.

		AD_1446		AD		chr3		48674401		G		A		0.013		UTR		.		B		2.888		.		.		.		.		.

		AD_1446		AD		chr3		100633399		T		A		0.014		Intronic		.		B		0.511		.		.		.		.		.

		AD_1446		AD		chr3		113809860		A		G		0.035		UTR		.		B		0.775		.		.		.		.		.

		AD_1446		AD		chr3		186268722		G		A		0.061		Intronic		.		B		0.643		.		.		.		.		.

		AD_1446		AD		chr4		2170695		G		C		0.008421		Non-synonymous		.		P		23.9		.		.		.		.		.

		AD_1446		AD		chr4		2907849		G		A		0.04		Splicing		.		B		14.17		.		.		.		.		.

		AD_1446		AD		chr4		6026282		T		C		0.049		Splicing		.		B		16.84		.		.		.		.		.

		AD_1446		AD		chr4		7661511		G		C		0.012		Non-synonymous		.		P		25.3		.		.		.		.		.

		AD_1446		AD		chr4		78446777		G		A		0.033		Synonymous		.		B		7.318		.		.		.		.		.

		AD_1446		AD		chr4		108023434		G		C		0.036		Intronic		.		B		3.283		.		.		.		.		.

		AD_1446		AD		chr4		172882797		G		A		0.034		Non-synonymous		.		P		25		0.3566		0.017545224		0.664		0.833		0.535

		AD_1446		AD		chr5		907340		G		A		0.057		Intronic		.		B		1.01		.		.		.		.		.

		AD_1446		AD		chr5		16766004		T		A		0.028		Intronic		.		B		1.441		.		.		.		.		.

		AD_1446		AD		chr5		56556273		T		A		0.054		Intronic		.		B		2.13		.		.		.		.		.

		AD_1446		AD		chr5		72194571		A		G		0.046		Non-synonymous		.		P		23		0.042		0.005438494		0.01		0.856		0.342

		AD_1446		AD		chr5		132273192		G		A		0.016		UTR		.		B		0.587		.		.		.		.		.

		AD_1446		AD		chr5		161330951		G		A		0.017		Non-synonymous		0.0000204		P		25.8		.		.		.		.		.

		AD_1446		AD		chr5		172194283		C		T		0.018		Synonymous		.		B		0.034		.		.		.		.		.

		AD_1446		AD		chr6		10393629		G		C		0.009132		Intronic		.		B		16.12		.		.		.		.		.

		AD_1446		AD		chr7		31109549		G		A		0.038		UTR		.		B		1.765		.		.		.		.		.

		AD_1446		AD		chr7		31787623		C		T		0.019		UTR		.		B		0.203		.		.		.		.		.

		AD_1446		AD		chr7		133374791		G		A		0.101		Intronic		.		B		0.073		.		.		.		.		.

		AD_1446		AD		chr7		138762872		C		A		0.021		Intronic		.		B		0.254		.		.		.		.		.

		AD_1446		AD		chr8		28360983		T		C		0.036		Non-synonymous		0.0000497		B		4.949		0.0306		0.001798184		0		0		0.094

		AD_1446		AD		chr8		116942713		C		T		0.02		UTR		.		B		0.419		.		.		.		.		.

		AD_1446		AD		chr9		13125247		C		T		0.141		Synonymous		.		B		2.269		.		.		.		.		.

		AD_1446		AD		chr9		73474388		T		A		0.132		Intronic		.		B		5.111		.		.		.		.		.

		AD_1446		AD		chr9		84745076		G		A		0.085		Splicing		.		B		14.88		.		.		.		.		.

		AD_1446		AD		chr9		128203457		G		C		0.028		UTR		.		B		22.3		.		.		.		.		.

		AD_1446		AD		chr9		134885245		G		A		0.011		Non-synonymous		0.0000488		B		16.96		.		.		.		.		.

		AD_1446		AD		chr9		137187690		A		G		0.061		Synonymous		.		B		17.69		.		.		.		.		.

		AD_1446		AD		chr10		122087084		C		T		0.103		Synonymous		.		B		0.008		.		.		.		.		.

		AD_1446		AD		chr10		122454604		C		T		0.069		Intergenic		.		B		0.309		.		.		.		.		.

		AD_1446		AD		chr11		2166689		C		T		0.044		Synonymous		.		B		20.2		.		.		.		.		.

		AD_1446		AD		chr11		6619422		T		C		0.034		UTR		.		B		16.74		.		.		.		.		.

		AD_1446		AD		chr11		8108706		G		C		0.046		UTR		.		B		6.793		.		.		.		.		.

		AD_1446		AD		chr11		10690518		G		A		0.083		Intronic		.		B		0.66		.		.		.		.		.

		AD_1446		AD		chr11		47410299		A		T		0.012		Non-synonymous		.		P		22.4		.		.		.		.		.

		AD_1446		AD		chr11		63956380		T		G		0.02		UTR		.		B		13.38		.		.		.		.		.

		AD_1446		AD		chr11		69009435		G		A		0.024		UTR		.		B		4.15		.		.		.		.		.

		AD_1446		AD		chr11		84317101		G		A		0.037		Synonymous		.		B		15.87		.		.		.		.		.

		AD_1446		AD		chr11		100193570		C		T		0.00759		Synonymous		.		B		2.703		.		.		.		.		.

		AD_1446		AD		chr11		116836047		G		T		0.037		Non-synonymous		.		P		23.2		0.8413		0.649369707		0.995		0.995		0.831

		AD_1446		AD		chr11		119372826		G		A		0.084		Non-synonymous		0.0000209		P		37		.		.		.		.		.

		AD_1446		AD		chr11		124145886		G		A		0.013		Non-synonymous		.		P		21.4		.		.		.		.		.

		AD_1446		AD		chr11		134383701		G		C		0.029		Non-synonymous		.		P		44		.		.		.		.		.

		AD_1446		AD		chr12		50986036		C		T		0.057		UTR		.		B		7.814		.		.		.		.		.

		AD_1446		AD		chr12		53006226		A		G		0.026		UTR		.		B		7.89		.		.		.		.		.

		AD_1446		AD		chr12		54542628		T		G		0.012		Synonymous		.		B		19.56		.		.		.		.		.

		AD_1446		AD		chr13		109206816		C		T		0.045		Non-synonymous		.		P		21.2		0.3028		0.058126021		0.003		0.859		0.086

		AD_1446		AD		chr14		46842029		A		G		0.035		Intronic		.		B		17.39		.		.		.		.		.

		AD_1446		AD		chr14		64531852		G		A		0.019		Intronic		.		B		21.6		.		.		.		.		.

		AD_1446		AD		chr15		40765928		A		G		0.016		Splicing		.		B		12.75		.		.		.		.		.

		AD_1446		AD		chr15		41879464		G		A		0.029		Non-synonymous		.		B		16.01		.		.		.		.		.

		AD_1446		AD		chr15		51773863		G		A		0.025		Intronic		.		B		4.122		.		.		.		.		.

		AD_1446		AD		chr15		54013407		C		T		0.037		Synonymous		.		B		7.542		.		.		.		.		.

		AD_1446		AD		chr15		78474073		A		G		0.033		UTR		.		B		2.402		.		.		.		.		.

		AD_1446		AD		chr15		79457640		A		C		0.008418		Non-synonymous		.		P		21.3		.		.		.		.		.

		AD_1446		AD		chr15		100048931		G		A		0.01		Synonymous		.		B		5.539		.		.		.		.		.

		AD_1446		AD		chr15		100199484		C		T		0.026		Intronic		.		B		1.583		.		.		.		.		.

		AD_1446		AD		chr17		31226722		T		A		0.007924		Intronic		.		B		4.424		.		.		.		.		.

		AD_1446		AD		chr17		60057404		C		A		0.039		Non-synonymous		.		P		25.9		.		.		.		.		.

		AD_1446		AD		chr17		60663137		C		G		0.009506		Non-synonymous		0.00000406		P		35		.		.		.		.		.

		AD_1446		AD		chr17		66030022		T		C		0.015		Non-synonymous		0.00000409		P		22.3		.		.		.		.		.

		AD_1446		AD		chr17		81304865		T		C		0.067		Intronic		.		B		1.93		.		.		.		.		.

		AD_1446		AD		chr17		82449136		C		T		0.068		Intronic		.		B		1.411		.		.		.		.		.

		AD_1446		AD		chr18		9958071		T		C		0.049		UTR		.		B		1.291		.		.		.		.		.

		AD_1446		AD		chr18		34866564		T		C		0.055		UTR		.		B		2.674		.		.		.		.		.

		AD_1446		AD		chr18		47247932		A		G		0.027		Non-synonymous		.		P		22.9		.		.		.		.		.

		AD_1446		AD		chr18		80162673		A		G		0.025		Intronic		.		B		4.769		.		.		.		.		.

		AD_1446		AD		chr19		3784024		G		T		0.013		Non-synonymous		.		P		21.6		.		.		.		.		.

		AD_1446		AD		chr19		4284944		G		A		0.036		Intronic		.		B		3.643		.		.		.		.		.

		AD_1446		AD		chr19		6470279		T		A		0.05		Intronic		.		B		5.532		.		.		.		.		.

		AD_1446		AD		chr19		10338774		T		C		0.085		Non-synonymous		0.0000122		B		0.212		0.0163		0.003996991		0.012		0.953		.

		AD_1446		AD		chr19		11381137		C		T		0.081		Non-synonymous		.		P		21.6		0.3189		0.089377899		0.994		0.893		0.642

		AD_1446		AD		chr19		50716786		C		G		0.042		Non-synonymous		.		P		21.4		0.0514		0.004329585		0.213		0.693		0.281

		AD_1446		AD		chr19		51531449		G		A		0.01		Synonymous		.		B		5.244		.		.		.		.		.

		AD_1446		AD		chr19		53873790		G		A		0.043		Synonymous		.		B		1.117		.		.		.		.		.

		AD_1446		AD		chr20		4726325		A		G		0.049		UTR		.		B		0.81		.		.		.		.		.

		AD_1446		AD		chr20		20090734		G		A		0.074		Intronic		.		B		3.697		.		.		.		.		.

		AD_1446		AD		chr20		43613921		C		T		0.079		Non-synonymous		.		P		25.4		0.5387		0.026592935		0.995		0.998		0.608

		AD_1446		AD		chr20		54643430		C		T		0.017		Intronic		.		B		0.107		.		.		.		.		.

		AD_1446		AD		chr20		63345728		C		T		0.025		UTR		.		B		0.006		.		.		.		.		.

		AD_1446		AD		chr21		29689739		T		C		0.059		Non-synonymous		.		P		26.3		0.6313		0.199277059		0.866		0.958		.

		AD_1446		AD		chr21		44522008		A		G		0.044		Non-synonymous		.		P		31		0.0855		0.022261		0.902		0.829		0.601

		AD_1446		AD		chr21		46661732		G		A		0.081		Intronic		.		B		4.599		.		.		.		.		.

		AD_1446		AD		chr22		20951894		G		C		0.006221		UTR		.		B		4.319		.		.		.		.		.

		AD_1446		AD		chrX		19970314		G		A		0.019		Intergenic		.		B		0.161		.		.		.		.		.

		AD_1446		AD		chrX		100294267		G		T		0.025		UTR		.		B		2.112		.		.		.		.		.

		AD_321		AD		chr1		15765178		C		T		0.025		Synonymous		.		B		0.399		.		.		.		.		.

		AD_321		AD		chr1		117010068		C		G		0.013		Non-synonymous		.		P		22.6		.		.		.		.		.

		AD_321		AD		chr1		183526641		C		T		0.041		Non-synonymous		.		P		25.4		0.068		0.00694629		0.97		0.954		0.682

		AD_321		AD		chr2		26729932		G		A		0.024		UTR		.		B		10.34		.		.		.		.		.

		AD_321		AD		chr2		133130058		G		A		0.01		Synonymous		.		B		8.032		.		.		.		.		.

		AD_321		AD		chr2		176124048		C		T		0.018		Non-synonymous		0.00000406		P		25.5		.		.		.		.		.

		AD_321		AD		chr2		233800298		G		A		0.031		Non-synonymous		.		P		21.4		0.0318		0.006714763		.		0.918		0.223

		AD_321		AD		chr3		114236729		G		T		0.034		Non-synonymous		.		B		13.09		0.0279		0.006209576		0.042		0.924		0.429

		AD_321		AD		chr3		159069352		C		T		0.012		UTR		.		B		6.876		.		.		.		.		.

		AD_321		AD		chr3		173117623		G		A		0.011		Non-synonymous		.		B		3.285		.		.		.		.		.

		AD_321		AD		chr3		187724874		G		C		0.351		Intronic		.		B		1.458		.		.		.		.		.

		AD_321		AD		chr4		2269852		G		A		0.062		UTR		.		B		1.897		.		.		.		.		.

		AD_321		AD		chr4		80286369		A		G		0.025		Synonymous		.		B		11.55		.		.		.		.		.

		AD_321		AD		chr4		90308613		A		T		0.038		Non-synonymous		.		P		24.8		0.2719		0.025872654		1		0.999		0.251

		AD_321		AD		chr4		185432004		C		T		0.044		Synonymous		.		B		8.434		.		.		.		.		.

		AD_321		AD		chr5		148827028		C		T		0.017		Non-synonymous		0.00000812		P		25.2		.		.		.		.		.

		AD_321		AD		chr5		154298026		C		T		0.029		Synonymous		.		B		8.172		.		.		.		.		.

		AD_321		AD		chr5		163491653		G		T		0.047		UTR		.		B		0.227		.		.		.		.		.

		AD_321		AD		chr7		23014042		A		T		0.015		Synonymous		.		B		21.2		.		.		.		.		.

		AD_321		AD		chr7		75537252		G		T		0.024		UTR		.		B		8.157		.		.		.		.		.

		AD_321		AD		chr7		130166129		T		C		0.04		UTR		.		B		7.127		.		.		.		.		.

		AD_321		AD		chr10		133198356		C		T		0.076		Synonymous		.		B		1.012		.		.		.		.		.

		AD_321		AD		chr12		94149280		C		T		0.036		Synonymous		.		B		20.4		.		.		.		.		.

		AD_321		AD		chr12		121923748		C		A		0.029		Non-synonymous		.		B		10.52		.		.		.		.		.

		AD_321		AD		chr14		64468441		A		G		0.034		Non-synonymous		.		B		19.66		0.0315		0.009393799		0.868		0.95		0.181

		AD_321		AD		chr17		56814907		T		C		0.006954		Non-synonymous		.		B		18.19		.		.		.		.		.

		AD_321		AD		chr17		76469189		G		T		0.015		Non-synonymous		.		P		22.6		.		.		.		.		.

		AD_321		AD		chr18		48861118		G		A		0.031		UTR		.		B		0.453		.		.		.		.		.

		AD_321		AD		chr20		33707659		T		C		0.029		UTR		.		B		3.227		.		.		.		.		.

		AD_321		AD		chr20		44727242		C		T		0.035		Non-synonymous		0.0000122		P		33		.		.		.		.		.

		AD_321		AD		chr20		63957970		G		A		0.012		UTR		.		B		0.697		.		.		.		.		.

		AD_321		AD		chr22		22888155		C		G		0.063		Synonymous		.		B		0.004		.		.		.		.		.

		AD_321		AD		chr22		25690221		C		T		0.028		Synonymous		.		B		0.912		.		.		.		.		.

		AD_321		AD		chr22		30490032		C		A		0.027		UTR		.		B		2.172		.		.		.		.		.

		AD_321		AD		chrX		21883488		C		T		0.025		UTR		.		B		2.203		.		.		.		.		.

		AD_321		AD		chrX		153961623		G		T		0.053		Non-synonymous		.		P		26.8		0.3317		0.843348164		1		0.999		0.663

		AD_1447		AD		chr1		156880055		C		T		0.039		Synonymous		.		B		5.156		.		.		.		.		.

		AD_1447		AD		chr1		201044428		G		A		0.017		Non-synonymous		.		P		22.2		.		.		.		.		.

		AD_1447		AD		chr2		235799394		G		A		0.023		Non-synonymous		.		P		23.7		.		.		.		.		.

		AD_1447		AD		chr6		114062780		C		T		0.008596		Synonymous		.		B		18.68		.		.		.		.		.

		AD_1447		AD		chr10		96158660		C		T		0.012		Non-synonymous		.		B		19.16		.		.		.		.		.

		AD_1447		AD		chr14		34539379		C		T		0.007082		Non-synonymous		.		B		7.999		.		.		.		.		.

		AD_1447		AD		chr17		75004096		C		T		0.007663		UTR		.		B		5.924		.		.		.		.		.

		AD_1447		AD		chr20		43726425		G		A		0.017		Synonymous		.		B		0.264		.		.		.		.		.

		AD_1447		AD		chrX		15556128		G		A		0.012		Non-synonymous		.		P		21.2		.		.		.		.		.

		AD_1436		AD		chr1		1043705		C		T		0.034		Synonymous		.		B		6.365		.		.		.		.		.

		AD_1436		AD		chr1		30874470		G		A		0.006601		Non-synonymous		.		P		26.4		.		.		.		.		.

		AD_1436		AD		chr1		34757385		G		A		0.007625		Non-synonymous		0.00000406		P		28.4		.		.		.		.		.

		AD_1436		AD		chr1		36447862		C		A		0.033		UTR		.		B		0.597		.		.		.		.		.

		AD_1436		AD		chr1		155179927		G		A		0.018		Synonymous		.		B		0.635		.		.		.		.		.

		AD_1436		AD		chr1		159802404		C		T		0.024		Intronic		.		B		1.029		.		.		.		.		.

		AD_1436		AD		chr2		25246791		G		T		0.01		Intronic		.		B		0.249		.		.		.		.		.

		AD_1436		AD		chr2		74675174		A		G		0.014		Non-synonymous		.		P		21.4		.		.		.		.		.

		AD_1436		AD		chr2		127428380		G		C		0.009143		Non-synonymous		.		P		32		.		.		.		.		.

		AD_1436		AD		chr3		14901062		G		A		0.008219		Non-synonymous		.		P		24.2		.		.		.		.		.

		AD_1436		AD		chr3		47004317		G		A		0.014		Non-synonymous		0.00000818		B		19.93		.		.		.		.		.

		AD_1436		AD		chr3		119648063		T		C		0.032		Intronic		.		B		2.484		.		.		.		.		.

		AD_1436		AD		chr3		140682758		G		A		0.091		Non-synonymous		.		P		23.9		0.1388		0.012777585		0.998		0.784		0.452

		AD_1436		AD		chr4		3243766		G		A		0.069		UTR		.		B		0.485		.		.		.		.		.

		AD_1436		AD		chr4		185396514		C		T		0.077		UTR		.		B		9.314		.		.		.		.		.

		AD_1436		AD		chr5		134888023		A		C		0.037		Non-synonymous		.		B		18.41		.		.		.		.		.

		AD_1436		AD		chr5		141864315		G		T		0.013		Non-synonymous		.		P		26		.		.		.		.		.

		AD_1436		AD		chr5		150222199		C		T		0.008621		UTR		.		B		9.56		.		.		.		.		.

		AD_1436		AD		chr6		34538470		C		T		0.037		Intronic		.		B		0.026		.		.		.		.		.

		AD_1436		AD		chr6		114058060		G		T		0.061		Non-synonymous		.		P		21.5		0.0431		0.009695649		0.544		0.079		0.326

		AD_1436		AD		chr7		100577918		A		C		0.005682		Splicing		.		B		13.13		.		.		.		.		.

		AD_1436		AD		chr8		140275555		C		T		0.068		Intronic		.		B		0.031		.		.		.		.		.

		AD_1436		AD		chr9		35817602		C		A		0.017		UTR		.		B		1.969		.		.		.		.		.

		AD_1436		AD		chr9		109457304		G		A		0.094		Synonymous		.		B		0.221		.		.		.		.		.

		AD_1436		AD		chr10		100950751		C		T		0.066		Non-synonymous		0.0000122		P		28.9		0.084		0.02948236		1		0.771		.

		AD_1436		AD		chr10		122210775		C		T		0.007353		Non-synonymous		.		P		24.3		.		.		.		.		.

		AD_1436		AD		chr11		836415		C		G		0.018		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_1436		AD		chr12		442249		A		G		0.171		UTR		.		B		5.636		.		.		.		.		.

		AD_1436		AD		chr12		6872918		A		C		0.011		UTR		.		B		7.447		.		.		.		.		.

		AD_1436		AD		chr12		13563002		C		T		0.028		Synonymous		.		B		9.771		.		.		.		.		.

		AD_1436		AD		chr13		26044694		G		T		0.086		UTR		.		B		5.599		.		.		.		.		.

		AD_1436		AD		chr13		45851796		G		A		0.081		Intergenic		.		B		22.2		.		.		.		.		.

		AD_1436		AD		chr15		34063663		G		A		0.027		Non-synonymous		0.000841		B		4.59		.		.		.		.		.

		AD_1436		AD		chr15		77026270		G		A		0.055		Intronic		.		B		3.032		.		.		.		.		.

		AD_1436		AD		chr15		92467787		C		T		0.01		UTR		.		B		1.276		.		.		.		.		.

		AD_1436		AD		chr16		2079361		G		A		0.045		Non-synonymous		0.00000407		P		28.6		0.7269		0.282519652		1		0.94		0.279

		AD_1436		AD		chr16		30774204		C		G		0.055		UTR		.		B		7.159		.		.		.		.		.

		AD_1436		AD		chr16		31436890		C		T		0.049		UTR		.		B		0.509		.		.		.		.		.

		AD_1436		AD		chr16		89920214		C		T		0.083		Splicing		.		B		2.814		.		.		.		.		.

		AD_1436		AD		chr17		28719543		A		G		0.077		UTR		.		B		11.24		.		.		.		.		.

		AD_1436		AD		chr17		76477194		C		T		0.024		Synonymous		.		B		6.745		.		.		.		.		.

		AD_1436		AD		chr17		80470861		G		A		0.074		Synonymous		.		B		3.966		.		.		.		.		.

		AD_1436		AD		chr17		80908897		G		A		0.015		Non-synonymous		.		P		23.6		.		.		.		.		.

		AD_1436		AD		chr19		4433204		T		A		0.059		Non-synonymous		.		B		17.55		0.0279		0.010009832		0.028		0.694		0.265

		AD_1436		AD		chr19		14073283		C		T		0.008274		Non-synonymous		.		B		11.04		.		.		.		.		.

		AD_1436		AD		chr19		35159399		C		G		0.055		Intronic		.		B		0.365		.		.		.		.		.

		AD_1436		AD		chr19		35500409		C		G		0.012		Non-synonymous		.		B		2.251		.		.		.		.		.

		AD_1436		AD		chr19		57130550		C		A		0.041		Synonymous		.		B		0.123		.		.		.		.		.

		AD_1436		AD		chr20		62709666		C		T		0.104		Synonymous		.		B		14.95		.		.		.		.		.

		AD_1436		AD		chr22		17114653		G		A		0.015		UTR		.		B		5.466		.		.		.		.		.

		AD_1436		AD		chr22		35617513		C		T		0.038		UTR		.		B		11.91		.		.		.		.		.

		AD_1436		AD		chr22		37646828		G		A		0.016		Non-synonymous		.		P		34		.		.		.		.		.

		AD_1436		AD		chr22		42397938		C		T		0.029		Non-synonymous		0.00000421		B		5.18		0.0236		0.007160643		0.002		0.134		0.167

		AD_1436		AD		chrM		15734		G		A		0.034		Non-synonymous		.		B		.		.		.		.		.		.

		AD_1436		AD		chrM		15924		A		G		0.029		Intronic		.		B		.		.		.		.		.		.

		AD_1448		AD		chr3		44244995		G		A		0.011		Non-synonymous		0.000033		B		5.768		.		.		.		.		.

		AD_1448		AD		chr3		126135627		G		A		0.019		Synonymous		.		B		0.812		.		.		.		.		.

		AD_1448		AD		chr3		184056163		C		T		0.009709		Intronic		.		B		0.172		.		.		.		.		.

		AD_1448		AD		chr3		185506948		C		A		0.033		UTR		.		B		0.544		.		.		.		.		.

		AD_1448		AD		chr7		144452450		C		A		0.012		UTR		.		B		0.043		.		.		.		.		.

		AD_1448		AD		chr8		11422957		C		T		0.012		UTR		.		B		0.117		.		.		.		.		.

		AD_1448		AD		chr9		36210656		G		A		0.007859		Non-synonymous		.		P		23.3		.		.		.		.		.

		AD_1448		AD		chr9		136807107		G		A		0.046		Intronic		.		B		7.206		.		.		.		.		.

		AD_1448		AD		chr11		4655306		T		C		0.048		UTR		.		B		5.723		.		.		.		.		.

		AD_1448		AD		chr11		73389157		C		T		0.042		Synonymous		.		B		4.779		.		.		.		.		.

		AD_1448		AD		chr12		95995167		A		G		0.032		UTR		.		B		12.33		.		.		.		.		.

		AD_1448		AD		chr14		77407627		C		T		0.013		Non-synonymous		0.00000406		P		22.2		.		.		.		.		.

		AD_1448		AD		chr15		90354729		C		T		0.017		Synonymous		.		B		6.741		.		.		.		.		.

		AD_1448		AD		chr19		41905030		G		A		0.016		Non-synonymous		0.000114		B		25.6		.		.		.		.		.

		AD_1448		AD		chr22		31448218		G		A		0.007463		Non-synonymous		.		P		22.2		.		.		.		.		.

		AD_1448		AD		chr22		50605907		C		T		0.058		Synonymous		.		B		7.886		.		.		.		.		.

		AD_1448		AD		chrM		15623		G		A		0.022		Non-synonymous		.		B		.		.		.		.		.		.

		AD_1437		AD		chr1		18854793		C		T		0.015		Non-synonymous		0.0000345		B		10.45		.		.		.		.		.

		AD_1437		AD		chr1		25811520		C		T		0.015		Synonymous		.		B		8.329		.		.		.		.		.

		AD_1437		AD		chr1		26322242		G		A		0.011		Non-synonymous		.		P		26.7		.		.		.		.		.

		AD_1437		AD		chr1		36841918		G		A		0.021		Non-synonymous		.		P		29.9		.		.		.		.		.

		AD_1437		AD		chr1		50177205		G		A		0.023		Intronic		.		B		6.714		.		.		.		.		.

		AD_1437		AD		chr1		62162247		G		A		0.013		UTR		.		B		0.176		.		.		.		.		.

		AD_1437		AD		chr1		74204876		G		T		0.02		Non-synonymous		.		P		33		.		.		.		.		.

		AD_1437		AD		chr1		109508663		G		A		0.014		Non-synonymous		.		P		23		.		.		.		.		.

		AD_1437		AD		chr1		113898773		T		C		0.015		Synonymous		.		B		9.858		.		.		.		.		.

		AD_1437		AD		chr1		153438137		C		T		0.031		Intronic		.		B		0.024		.		.		.		.		.

		AD_1437		AD		chr1		160214988		A		G		0.011		UTR		.		B		16.79		.		.		.		.		.

		AD_1437		AD		chr1		160486485		T		C		0.025		UTR		.		B		0.576		.		.		.		.		.

		AD_1437		AD		chr1		180884131		C		T		0.006944		UTR		.		B		15.58		.		.		.		.		.

		AD_1437		AD		chr1		202727697		T		C		0.067		UTR		.		B		0.505		.		.		.		.		.

		AD_1437		AD		chr1		220117943		G		C		0.023		Intronic		.		B		15.84		.		.		.		.		.

		AD_1437		AD		chr1		224387430		C		T		0.061		UTR		.		B		1.812		.		.		.		.		.

		AD_1437		AD		chr1		231221164		G		C		0.02		UTR		.		B		17.53		.		.		.		.		.

		AD_1437		AD		chr1		240474534		A		C		0.038		UTR		.		B		13.53		.		.		.		.		.

		AD_1437		AD		chr2		17781938		G		A		0.011		Intronic		.		B		8.249		.		.		.		.		.

		AD_1437		AD		chr2		27433736		G		A		0.028		Non-synonymous		.		P		26.2		.		.		.		.		.

		AD_1437		AD		chr2		38861886		C		T		0.026		Intronic		.		B		0.384		.		.		.		.		.

		AD_1437		AD		chr2		109371550		C		T		0.016		Intronic		.		B		0.295		.		.		.		.		.

		AD_1437		AD		chr2		113217950		G		C		0.052		UTR		.		B		0.986		.		.		.		.		.

		AD_1437		AD		chr2		159879357		T		C		0.052		Non-synonymous		.		P		27.6		0.0553		0.008519928		0.897		0.824		0.57

		AD_1437		AD		chr2		178632890		A		G		0.013		Intronic		.		B		7.73		.		.		.		.		.

		AD_1437		AD		chr2		232794746		A		T		0.031		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_1437		AD		chr3		29880840		C		T		0.013		Intronic		.		B		8.645		.		.		.		.		.

		AD_1437		AD		chr3		50292378		G		A		0.019		Non-synonymous		.		B		16.37		.		.		.		.		.

		AD_1437		AD		chr3		112361694		T		G		0.016		UTR		.		B		8.671		.		.		.		.		.

		AD_1437		AD		chr3		129514457		A		G		0.011		Non-synonymous		0.0000366		P		23.2		.		.		.		.		.

		AD_1437		AD		chr3		150568157		A		G		0.024		Intronic		.		B		9.218		.		.		.		.		.

		AD_1437		AD		chr4		65495374		G		A		0.024		Intronic		.		B		0.026		.		.		.		.		.

		AD_1437		AD		chr4		75527104		A		G		0.01		Non-synonymous		.		P		20.5		.		.		.		.		.

		AD_1437		AD		chr4		105236691		C		T		0.008606		Non-synonymous		.		P		37		.		.		.		.		.

		AD_1437		AD		chr4		184011619		A		G		0.015		UTR		.		B		18.16		.		.		.		.		.

		AD_1437		AD		chr5		36037807		C		T		0.03		Non-synonymous		.		P		22.4		0.2816		0.016284897		0.984		0.902		0.543

		AD_1437		AD		chr5		87269259		G		A		0.011		Non-synonymous		.		B		10.33		.		.		.		.		.

		AD_1437		AD		chr5		133249449		G		A		0.016		Synonymous		.		B		7.676		.		.		.		.		.

		AD_1437		AD		chr5		144206897		G		A		0.013		Synonymous		.		B		2.816		.		.		.		.		.

		AD_1437		AD		chr5		160253449		G		A		0.017		Non-synonymous		.		P		26		.		.		.		.		.

		AD_1437		AD		chr6		592540		A		G		0.015		Non-synonymous		0.0000447		P		25.6		.		.		.		.		.

		AD_1437		AD		chr6		7605534		A		G		0.042		Intronic		.		B		3.408		.		.		.		.		.

		AD_1437		AD		chr6		75184036		G		A		0.013		Non-synonymous		0.00000406		B		15.83		.		.		.		.		.

		AD_1437		AD		chr7		44768961		C		T		0.022		UTR		.		B		8.356		.		.		.		.		.

		AD_1437		AD		chr7		73459705		T		C		0.026		Non-synonymous		.		P		26.8		.		.		.		.		.

		AD_1437		AD		chr7		83367636		G		A		0.013		Non-synonymous		0.00000406		P		27.1		.		.		.		.		.

		AD_1437		AD		chr7		100400901		A		C		0.02		UTR		.		B		4.85		.		.		.		.		.

		AD_1437		AD		chr7		107196201		C		T		0.00883		UTR		.		B		0.027		.		.		.		.		.

		AD_1437		AD		chr7		132727798		G		A		0.016		Intronic		.		B		0.365		.		.		.		.		.

		AD_1437		AD		chr8		10554102		T		C		0.015		UTR		.		B		1.697		.		.		.		.		.

		AD_1437		AD		chr8		13499656		T		A		0.011		Non-synonymous		.		B		9.883		.		.		.		.		.

		AD_1437		AD		chr8		20212755		G		A		0.02		Intronic		.		B		0.257		.		.		.		.		.

		AD_1437		AD		chr8		37772880		G		A		0.057		Non-synonymous		0.0000528		P		26.8		0.1559		0.026382579		0.698		0.941		.

		AD_1437		AD		chr8		51409132		G		A		0.007519		Non-synonymous		0.00000433		B		14.06		.		.		.		.		.

		AD_1437		AD		chr8		100630406		C		T		0.018		Intronic		.		B		0.139		.		.		.		.		.

		AD_1437		AD		chr8		102265217		G		A		0.018		Non-synonymous		0.0000122		P		22.4		.		.		.		.		.

		AD_1437		AD		chr9		1057035		C		T		0.009639		Non-synonymous		0.0000447		P		23.3		.		.		.		.		.

		AD_1437		AD		chr9		16419373		G		C		0.006313		Non-synonymous		.		P		25.1		.		.		.		.		.

		AD_1437		AD		chr9		35792834		T		A		0.01		Synonymous		.		B		15.47		.		.		.		.		.

		AD_1437		AD		chr9		74762607		G		A		0.009174		Non-synonymous		.		P		24		.		.		.		.		.

		AD_1437		AD		chr9		120778593		G		A		0.061		Intronic		.		B		9.713		.		.		.		.		.

		AD_1437		AD		chr10		18596304		A		C		0.03		Non-synonymous		.		P		23.7		0.0626		0.009354822		0.389		0.985		0.823

		AD_1437		AD		chr10		61412818		C		T		0.029		Intronic		.		B		5.175		.		.		.		.		.

		AD_1437		AD		chr10		62655542		G		A		0.011		Non-synonymous		0.000065		B		8.86		.		.		.		.		.

		AD_1437		AD		chr10		78001056		C		T		0.022		Non-synonymous		.		P		32		.		.		.		.		.

		AD_1437		AD		chr10		79946482		G		C		0.03		Non-synonymous		.		P		23		.		.		.		.		.

		AD_1437		AD		chr10		86687225		G		A		0.016		Non-synonymous		.		P		26.1		.		.		.		.		.

		AD_1437		AD		chr10		106679705		C		T		0.017		Synonymous		.		B		10.64		.		.		.		.		.

		AD_1437		AD		chr11		418951		A		G		0.023		Non-synonymous		.		P		24.9		.		.		.		.		.

		AD_1437		AD		chr11		1200829		C		T		0.045		UTR		.		B		0.661		.		.		.		.		.

		AD_1437		AD		chr11		17351762		C		T		0.08		UTR		.		B		5.235		.		.		.		.		.

		AD_1437		AD		chr11		46726686		C		A		0.018		Intronic		.		B		5.53		.		.		.		.		.

		AD_1437		AD		chr12		177997		G		A		0.011		UTR		.		B		6.188		.		.		.		.		.

		AD_1437		AD		chr12		55839606		C		T		0.029		Non-synonymous		.		P		25.7		0.8232		0.077037011		0.998		1		0.828

		AD_1437		AD		chr12		57096878		G		A		0.011		Non-synonymous		0.0000122		B		19.76		.		.		.		.		.

		AD_1437		AD		chr12		67298963		G		A		0.041		Non-synonymous		.		P		22.6		.		.		.		.		.

		AD_1437		AD		chr12		80279029		G		A		0.023		Non-synonymous		0.0000737		P		21.6		.		.		.		.		.

		AD_1437		AD		chr12		109794021		G		A		0.06		Non-synonymous		0.0000591		P		28.9		0.8539		0.489095712		1		0.993		0.45

		AD_1437		AD		chr13		113099360		T		C		0.012		UTR		.		B		4.666		.		.		.		.		.

		AD_1437		AD		chr14		21018188		C		T		0.033		Intronic		.		B		0.133		.		.		.		.		.

		AD_1437		AD		chr14		91225294		C		T		0.025		UTR		.		B		1.094		.		.		.		.		.

		AD_1437		AD		chr15		25088235		G		A		0.017		Intronic		.		B		4.789		.		.		.		.		.

		AD_1437		AD		chr15		45267737		G		A		0.018		Synonymous		.		B		5.289		.		.		.		.		.

		AD_1437		AD		chr15		82854785		C		A		0.089		Non-synonymous		.		P		23.4		0.5855		0.289091172		0.998		0.897		0.346

		AD_1437		AD		chr15		99130153		C		T		0.013		Non-synonymous		0.0000407		B		8.826		.		.		.		.		.

		AD_1437		AD		chr16		1261328		C		T		0.015		Intronic		.		B		17.77		.		.		.		.		.

		AD_1437		AD		chr16		3383401		G		A		0.025		Synonymous		.		B		0.295		.		.		.		.		.

		AD_1437		AD		chr16		4890824		C		T		0.041		Non-synonymous		0.00204		B		22		0.0136		.		0.002		0.801		.

		AD_1437		AD		chr16		30767972		G		C		0.007843		Non-synonymous		.		P		32		.		.		.		.		.

		AD_1437		AD		chr16		84101700		T		C		0.008759		Synonymous		.		B		7.493		.		.		.		.		.

		AD_1437		AD		chr16		89938604		G		T		0.008489		UTR		.		B		3.339		.		.		.		.		.

		AD_1437		AD		chr17		19704715		G		A		0.031		Intronic		.		B		1.957		.		.		.		.		.

		AD_1437		AD		chr17		73235442		G		A		0.04		Intronic		.		B		2.062		.		.		.		.		.

		AD_1437		AD		chr17		76926764		G		A		0.016		Intronic		.		B		1.847		.		.		.		.		.

		AD_1437		AD		chr17		80339282		G		A		0.021		Non-synonymous		0.0000147		P		22		.		.		.		.		.

		AD_1437		AD		chr18		21866252		A		G		0.045		UTR		.		B		2.84		.		.		.		.		.

		AD_1437		AD		chr18		50283692		C		T		0.033		Intronic		.		B		14.52		.		.		.		.		.

		AD_1437		AD		chr19		814458		G		A		0.032		Synonymous		.		B		8.977		.		.		.		.		.

		AD_1437		AD		chr19		4028849		G		A		0.049		Non-synonymous		.		P		26.4		.		.		.		.		.

		AD_1437		AD		chr19		10224157		A		G		0.008475		Non-synonymous		.		P		32		.		.		.		.		.

		AD_1437		AD		chr19		12189159		T		G		0.022		UTR		.		B		1.414		.		.		.		.		.

		AD_1437		AD		chr19		41839221		G		A		0.014		Non-synonymous		.		P		23.4		.		.		.		.		.

		AD_1437		AD		chr19		47046667		C		T		0.019		Non-synonymous		.		P		29.8		.		.		.		.		.

		AD_1437		AD		chr19		50712113		G		A		0.016		Non-synonymous		0.0000281		P		22.7		.		.		.		.		.

		AD_1437		AD		chr19		55877151		G		A		0.056		Non-synonymous		0.000057		B		7.29		0.0145		0.001996457		0.123		0.474		0.39

		AD_1437		AD		chr19		57135996		G		A		0.007752		Non-synonymous		0.0000406		B		8.248		.		.		.		.		.

		AD_1437		AD		chr19		58479692		C		T		0.012		Non-synonymous		0.0000286		B		8.338		.		.		.		.		.

		AD_1437		AD		chr20		33679914		C		T		0.03		Non-synonymous		.		P		26.9		0.0999		0.042351093		1		0.998		0.789

		AD_1437		AD		chr20		62336952		C		T		0.006831		Synonymous		.		B		0.828		.		.		.		.		.

		AD_1437		AD		chr21		29689890		C		T		0.013		Non-synonymous		.		P		23		.		.		.		.		.

		AD_1437		AD		chr22		31127028		C		T		0.038		Synonymous		.		B		7.022		.		.		.		.		.

		AD_1437		AD		chrX		48815920		A		T		0.022		Non-synonymous		.		B		6.753		.		.		.		.		.

		AD_1437		AD		chrX		57394073		G		A		0.019		Intronic		.		B		9.913		.		.		.		.		.

		AD_1437		AD		chrX		67711586		C		T		0.014		Synonymous		.		B		5.878		.		.		.		.		.

		AD_1437		AD		chrX		116440996		T		C		0.012		Non-synonymous		.		P		28.2		.		.		.		.		.

		AD_1437		AD		chrX		119454191		A		T		0.033		UTR		.		B		9.154		.		.		.		.		.

		AD_1437		AD		chrX		119871011		G		A		0.017		Synonymous		.		B		21.7		.		.		.		.		.

		AD_1437		AD		chrX		154699393		T		C		0.018		Non-synonymous		.		P		24.2		.		.		.		.		.

		AD_322		AD		chr1		6095624		G		A		0.013		Splicing		.		B		18.72		.		.		.		.		.

		AD_322		AD		chr1		15164499		A		G		0.011		Intronic		.		B		1.331		.		.		.		.		.

		AD_322		AD		chr1		15349097		C		T		0.025		Non-synonymous		0.0000132		B		4.115		.		.		.		.		.

		AD_322		AD		chr1		17237335		C		G		0.016		Synonymous		.		B		12.16		.		.		.		.		.

		AD_322		AD		chr1		26038925		C		T		0.031		UTR		.		B		1.459		.		.		.		.		.

		AD_322		AD		chr1		26044404		T		A		0.028		Synonymous		.		B		14.94		.		.		.		.		.

		AD_322		AD		chr1		32274377		C		A		0.02		Non-synonymous		.		P		21.3		.		.		.		.		.

		AD_322		AD		chr1		44218571		C		A		0.007496		Intronic		.		B		0.319		.		.		.		.		.

		AD_322		AD		chr1		46035108		C		A		0.017		Non-synonymous		.		B		16.56		.		.		.		.		.

		AD_322		AD		chr1		53089853		G		A		0.007645		Synonymous		.		B		13.9		.		.		.		.		.

		AD_322		AD		chr1		150497763		G		C		0.041		Intronic		.		B		15.82		.		.		.		.		.

		AD_322		AD		chr1		156068248		C		G		0.034		Intronic		.		B		7.256		.		.		.		.		.

		AD_322		AD		chr1		171636161		C		T		0.038		Non-synonymous		0.0000528		P		24		0.7859		0.118085706		1		0.996		0.95

		AD_322		AD		chr1		230357361		C		T		0.02		Intronic		.		B		0.352		.		.		.		.		.

		AD_322		AD		chr2		25244539		C		T		0.018		Non-synonymous		.		P		23.8		.		.		.		.		.

		AD_322		AD		chr2		38666327		G		C		0.042		Non-synonymous		.		P		26.8		0.1611		0.01793778		0.998		0.955		0.612

		AD_322		AD		chr2		74873349		G		A		0.039		Non-synonymous		0.0000162		P		21.5		0.7985		0.137382838		0.802		0.799		.

		AD_322		AD		chr2		88112422		T		G		0.049		UTR		.		B		4.554		.		.		.		.		.

		AD_322		AD		chr2		151799837		C		A		0.064		UTR		.		B		0.459		.		.		.		.		.

		AD_322		AD		chr2		167869812		C		T		0.026		Non-synonymous		.		B		17.85		.		.		.		.		.

		AD_322		AD		chr2		215433369		T		G		0.013		Non-synonymous		.		P		29.3		.		.		.		.		.

		AD_322		AD		chr2		219488765		T		G		0.079		Intronic		.		B		6.735		.		.		.		.		.

		AD_322		AD		chr2		227102907		A		G		0.037		Intronic		.		B		8.333		.		.		.		.		.

		AD_322		AD		chr2		233926561		C		T		0.011		Synonymous		.		B		1.446		.		.		.		.		.

		AD_322		AD		chr3		7578492		C		A		0.031		Non-synonymous		.		P		21.2		.		.		.		.		.

		AD_322		AD		chr3		10340669		C		A		0.012		Non-synonymous		.		P		22.4		.		.		.		.		.

		AD_322		AD		chr3		53718695		C		T		0.053		Non-synonymous		.		P		23.9		0.8853		0.273066118		0.999		0.996		.

		AD_322		AD		chr3		89480657		A		G		0.059		UTR		.		B		13.33		.		.		.		.		.

		AD_322		AD		chr3		155919270		A		T		0.079		Non-synonymous		.		P		29.1		0.6983		0.126067902		1		1		0.772

		AD_322		AD		chr3		169822213		A		G		0.042		Non-synonymous		.		B		16.97		0.1228		0.009224452		0.002		0.384		0.369

		AD_322		AD		chr3		180642113		A		G		0.042		Non-synonymous		.		P		27.5		0.4669		0.10041261		1		1		0.35

		AD_322		AD		chr4		616977		C		T		0.055		Intergenic		.		B		0.195		.		.		.		.		.

		AD_322		AD		chr4		3439618		C		A		0.043		Synonymous		.		B		1.961		.		.		.		.		.

		AD_322		AD		chr4		6693973		T		A		0.009864		Non-synonymous		.		P		23		.		.		.		.		.

		AD_322		AD		chr4		90781488		A		G		0.042		UTR		.		B		2.814		.		.		.		.		.

		AD_322		AD		chr4		121932586		G		A		0.009732		Synonymous		.		B		12.75		.		.		.		.		.

		AD_322		AD		chr4		123090603		C		G		0.029		Synonymous		.		B		3.429		.		.		.		.		.

		AD_322		AD		chr4		125318309		G		A		0.037		Non-synonymous		0.0000406		P		24.9		0.2285		0.037513869		1		0.807		.

		AD_322		AD		chr4		152976112		C		T		0.067		Non-synonymous		0.00000826		P		23.7		0.214		0.194463626		1		0.997		.

		AD_322		AD		chr4		153632878		A		G		0.055		Intronic		.		B		0.506		.		.		.		.		.

		AD_322		AD		chr5		16701160		C		T		0.03		Non-synonymous		.		B		5.942		0.2462		0.022478904		0.002		0.326		0.152

		AD_322		AD		chr5		32390436		G		A		0.034		Non-synonymous		0.00000407		P		34		0.024		0.040180138		0.997		0.995		0.354

		AD_322		AD		chr5		115147106		T		C		0.022		Non-synonymous		.		P		23.9		.		.		.		.		.

		AD_322		AD		chr5		139843322		C		T		0.027		UTR		.		B		8.205		.		.		.		.		.

		AD_322		AD		chr5		139843395		C		T		0.02		UTR		.		B		4.688		.		.		.		.		.

		AD_322		AD		chr5		140647210		C		G		0.055		UTR		.		B		6.699		.		.		.		.		.

		AD_322		AD		chr5		150053826		C		A		0.014		UTR		.		B		0.712		.		.		.		.		.

		AD_322		AD		chr5		154446788		C		G		0.015		Non-synonymous		.		P		25.5		.		.		.		.		.

		AD_322		AD		chr5		157518967		T		A		0.024		Intronic		.		B		2.201		.		.		.		.		.

		AD_322		AD		chr5		179624401		A		C		0.01		UTR		.		B		13.91		.		.		.		.		.

		AD_322		AD		chr6		26094672		C		A		0.064		UTR		.		B		0.362		.		.		.		.		.

		AD_322		AD		chr6		62285921		G		A		0.024		Synonymous		.		B		21.5		.		.		.		.		.

		AD_322		AD		chr6		169702727		G		A		0.026		Non-synonymous		.		P		26		0.3709		0.041413662		1		0.992		0.619

		AD_322		AD		chr7		32583970		C		T		0.041		Non-synonymous		.		B		14.35		0.1998		.		.		0.995		0.598

		AD_322		AD		chr7		38475449		A		C		0.038		Intronic		.		B		2.964		.		.		.		.		.

		AD_322		AD		chr7		56076965		C		A		0.03		Intronic		.		B		0.292		.		.		.		.		.

		AD_322		AD		chr7		100114403		G		A		0.028		UTR		.		B		1.939		.		.		.		.		.

		AD_322		AD		chr7		130346515		C		T		0.015		Synonymous		.		B		0.607		.		.		.		.		.

		AD_322		AD		chr8		8890661		C		T		0.017		Non-synonymous		.		P		22.4		.		.		.		.		.

		AD_322		AD		chr8		18655559		T		G		0.048		Intronic		.		B		1.802		.		.		.		.		.

		AD_322		AD		chr8		74350551		T		C		0.031		Synonymous		.		B		20.3		.		.		.		.		.

		AD_322		AD		chr8		91957342		A		G		0.034		UTR		.		B		17.86		.		.		.		.		.

		AD_322		AD		chr8		132807725		A		C		0.059		Splicing		.		B		7.899		.		.		.		.		.

		AD_322		AD		chr8		142464522		C		T		0.027		Synonymous		.		B		13.3		.		.		.		.		.

		AD_322		AD		chr8		142533417		C		T		0.012		Non-synonymous		.		P		25.7		.		.		.		.		.

		AD_322		AD		chr9		37487855		C		A		0.006831		Splicing		.		B		8.192		.		.		.		.		.

		AD_322		AD		chr9		95447314		G		A		0.02		Synonymous		.		B		8.621		.		.		.		.		.

		AD_322		AD		chr9		96251436		G		A		0.025		Synonymous		.		B		0.811		.		.		.		.		.

		AD_322		AD		chr9		138069789		C		G		0.04		Intronic		.		B		12.3		.		.		.		.		.

		AD_322		AD		chr10		53827439		G		A		0.07		Non-synonymous		.		P		23.4		0.6537		0.251486755		1		0.924		0.277

		AD_322		AD		chr10		73759599		C		A		0.01		Intronic		.		B		2.593		.		.		.		.		.

		AD_322		AD		chr10		97866051		G		C		0.02		UTR		.		B		1.322		.		.		.		.		.

		AD_322		AD		chr10		123771080		C		T		0.016		Intronic		.		B		0.03		.		.		.		.		.

		AD_322		AD		chr11		58625084		T		G		0.093		UTR		.		B		4.495		.		.		.		.		.

		AD_322		AD		chr11		62705618		C		T		0.063		Non-synonymous		.		P		26.1		.		.		.		.		.

		AD_322		AD		chr11		75728764		G		T		0.065		UTR		.		B		9.141		.		.		.		.		.

		AD_322		AD		chr11		117780471		C		T		0.029		Intronic		.		B		0.429		.		.		.		.		.

		AD_322		AD		chr12		563238		G		A		0.011		UTR		.		B		1.292		.		.		.		.		.

		AD_322		AD		chr12		2822802		G		A		0.063		Synonymous		.		B		15.06		.		.		.		.		.

		AD_322		AD		chr12		49040651		G		C		0.026		Synonymous		.		B		1.718		.		.		.		.		.

		AD_322		AD		chr12		49543144		C		T		0.048		Intronic		.		B		1.577		.		.		.		.		.

		AD_322		AD		chr12		49549013		C		A		0.012		Non-synonymous		0.0000124		B		15.24		.		.		.		.		.

		AD_322		AD		chr12		57104489		G		A		0.059		Non-synonymous		.		P		23.5		0.5188		0.170135685		0.994		0.957		0.694

		AD_322		AD		chr12		65827916		A		T		0.014		Intronic		.		B		10.9		.		.		.		.		.

		AD_322		AD		chr12		85286918		G		C		0.029		Synonymous		.		B		8.061		.		.		.		.		.

		AD_322		AD		chr12		109263787		C		A		0.038		Intronic		.		B		9.02		.		.		.		.		.

		AD_322		AD		chr12		109796487		C		T		0.058		Intronic		.		B		1.639		.		.		.		.		.

		AD_322		AD		chr12		123758098		A		G		0.015		UTR		.		B		2.519		.		.		.		.		.

		AD_322		AD		chr12		125142951		G		A		0.015		UTR		.		B		0.377		.		.		.		.		.

		AD_322		AD		chr13		37105521		G		A		0.019		UTR		.		B		2.67		.		.		.		.		.

		AD_322		AD		chr13		77257691		G		A		0.043		Non-synonymous		.		P		23.5		0.3439		0.011983943		0.079		0.899		0.322

		AD_322		AD		chr14		71672426		T		C		0.025		Non-synonymous		.		P		33		0.2453		0.012151926		1		0.895		0.555

		AD_322		AD		chr14		77139712		C		T		0.053		Synonymous		.		B		21.2		.		.		.		.		.

		AD_322		AD		chr14		100938281		G		T		0.063		Intronic		.		B		5.466		.		.		.		.		.

		AD_322		AD		chr15		25713791		C		A		0.049		Non-synonymous		.		P		24.5		0.8186		0.337619573		1		0.999		0.511

		AD_322		AD		chr15		26773700		G		A		0.027		Synonymous		.		B		14.97		.		.		.		.		.

		AD_322		AD		chr15		33603042		G		T		0.114		Intronic		.		B		0.162		.		.		.		.		.

		AD_322		AD		chr15		52295753		T		C		0.063		UTR		.		B		15.29		.		.		.		.		.

		AD_322		AD		chr15		74134214		G		A		0.025		Non-synonymous		.		P		29.3		.		.		.		.		.

		AD_322		AD		chr15		80581306		C		T		0.053		Non-synonymous		0.0000122		P		21.6		0.073		0.011765697		0.214		0.911		0.162

		AD_322		AD		chr15		84924009		C		G		0.01		Non-synonymous		.		P		24.5		.		.		.		.		.

		AD_322		AD		chr15		88656234		G		A		0.049		UTR		.		B		3.635		.		.		.		.		.

		AD_322		AD		chr15		100907126		C		T		0.04		Synonymous		.		B		15.29		.		.		.		.		.

		AD_322		AD		chr16		263355		G		A		0.00982		Synonymous		.		B		8.713		.		.		.		.		.

		AD_322		AD		chr16		2003016		C		T		0.04		Non-synonymous		.		P		28.1		0.1205		0.165612131		1		1		0.961

		AD_322		AD		chr16		30076496		G		A		0.011		Intronic		.		B		8.095		.		.		.		.		.

		AD_322		AD		chr16		67281674		G		C		0.007886		Intronic		.		B		4.467		.		.		.		.		.

		AD_322		AD		chr16		72784347		G		T		0.053		UTR		.		B		9.557		.		.		.		.		.

		AD_322		AD		chr16		81171008		G		C		0.014		Non-synonymous		.		B		18.33		.		.		.		.		.

		AD_322		AD		chr17		1937191		A		G		0.037		Non-synonymous		.		P		23.8		0.0639		0.013836806		0.003		0.472		0.405

		AD_322		AD		chr17		7336742		T		A		0.013		Non-synonymous		.		P		29.7		.		.		.		.		.

		AD_322		AD		chr17		18930637		G		A		0.031		Non-synonymous		.		P		33		0.7039		0.168601234		1		1		0.487

		AD_322		AD		chr17		29632835		T		G		0.045		Non-synonymous		.		P		23.8		0.0774		0.01479491		0.617		0.986		0.244

		AD_322		AD		chr17		39657942		C		T		0.05		Intronic		.		B		4.101		.		.		.		.		.

		AD_322		AD		chr17		77089239		G		C		0.053		UTR		.		B		7.462		.		.		.		.		.

		AD_322		AD		chr17		78174668		C		T		0.075		UTR		.		B		4.654		.		.		.		.		.

		AD_322		AD		chr17		78891158		G		A		0.046		Non-synonymous		.		B		8.292		0.0348		0.021145327		0.4		0.916		0.247

		AD_322		AD		chr18		5424301		C		G		0.021		Non-synonymous		.		P		28.8		.		.		.		.		.

		AD_322		AD		chr18		13826400		C		T		0.042		Non-synonymous		0.00000407		P		23.7		0.223		0.018502624		1		0.997		0.812

		AD_322		AD		chr18		22181445		G		C		0.05		Splicing		.		B		4.855		.		.		.		.		.

		AD_322		AD		chr19		991085		G		A		0.013		Non-synonymous		.		B		12.62		.		.		.		.		.

		AD_322		AD		chr19		1295593		G		C		0.022		Synonymous		.		B		13.04		.		.		.		.		.

		AD_322		AD		chr19		1535143		G		A		0.032		Non-synonymous		.		P		23.7		.		0.321166273		0.999		.		.

		AD_322		AD		chr19		2076897		C		T		0.046		Non-synonymous		.		P		29.3		0.5934		0.15986935		1		0.999		0.714

		AD_322		AD		chr19		3734236		T		C		0.018		Intronic		.		B		2.501		.		.		.		.		.

		AD_322		AD		chr19		7697106		C		A		0.03		Intronic		.		B		13.87		.		.		.		.		.

		AD_322		AD		chr19		19711485		G		C		0.036		Non-synonymous		.		P		36		.		.		.		.		.

		AD_322		AD		chr19		35160872		C		A		0.029		Intronic		.		B		4.354		.		.		.		.		.

		AD_322		AD		chr19		39830668		T		C		0.03		Non-synonymous		0.00000407		P		25.6		0.4212		0.069276166		1		0.981		0.294

		AD_322		AD		chr19		41988369		G		A		0.007692		Synonymous		.		B		13.81		.		.		.		.		.

		AD_322		AD		chr19		45040393		G		A		0.017		Intronic		.		B		9.726		.		.		.		.		.

		AD_322		AD		chr19		51127067		C		G		0.015		Synonymous		.		B		4.194		.		.		.		.		.

		AD_322		AD		chr19		57441969		A		G		0.017		Non-synonymous		.		B		4.875		.		.		.		.		.

		AD_322		AD		chr20		19975162		C		T		0.057		Synonymous		.		B		9.328		.		.		.		.		.

		AD_322		AD		chr20		36439751		C		A		0.014		Splicing		.		B		21.5		.		.		.		.		.

		AD_322		AD		chr20		44724937		T		A		0.054		Synonymous		.		B		12.97		.		.		.		.		.

		AD_322		AD		chr20		57183762		C		T		0.055		Synonymous		.		B		5.229		.		.		.		.		.

		AD_322		AD		chr20		62553542		C		G		0.012		Intronic		.		B		6.196		.		.		.		.		.

		AD_322		AD		chr22		36294302		G		C		0.036		Splicing		.		B		0.69		.		.		.		.		.

		AD_322		AD		chr22		50524558		G		A		0.011		Intronic		.		B		6.734		.		.		.		.		.

		AD_322		AD		chrX		3655445		C		T		0.023		Intronic		.		B		0.004		.		.		.		.		.

		AD_322		AD		chrX		17148589		T		G		0.038		UTR		.		B		10.32		.		.		.		.		.

		AD_322		AD		chrX		40074891		G		A		0.057		Non-synonymous		0.0000727		P		26.6		0.3446		0.795104782		1		0.995		.

		AD_322		AD		chrX		46574369		C		T		0.07		Synonymous		.		B		17.39		.		.		.		.		.

		AD_322		AD		chrX		47247127		A		G		0.073		Non-synonymous		.		P		22.5		0.0337		0.011939568		0.061		0.933		0.465

		AD_322		AD		chrX		48509823		G		A		0.006242		Non-synonymous		.		P		26.6		.		.		.		.		.

		AD_322		AD		chrX		54022407		T		C		0.009756		Intronic		.		B		3.244		.		.		.		.		.

		AD_322		AD		chrX		71253121		C		T		0.04		Non-synonymous		.		P		35		.		.		.		.		.

		AD_322		AD		chrX		101140790		A		G		0.044		UTR		.		B		4.583		.		.		.		.		.

		AD_322		AD		chrX		131286604		C		T		0.029		Non-synonymous		.		P		23.2		.		.		.		.		.

		AD_322		AD		chrX		154473285		C		A		0.017		UTR		.		B		0.17		.		.		.		.		.

		AD_300		AD		chr1		17283194		C		A		0.017		UTR		.		B		1.038		.		.		.		.		.

		AD_300		AD		chr1		64049920		C		A		0.011		Non-synonymous		.		P		28.2		.		.		.		.		.

		AD_300		AD		chr1		207023278		C		T		0.011		Synonymous		.		B		0.343		.		.		.		.		.

		AD_300		AD		chr2		25239145		A		C		0.032		Non-synonymous		.		P		32		.		.		.		.		.

		AD_300		AD		chr2		26731258		T		A		0.04		UTR		.		B		1.262		.		.		.		.		.

		AD_300		AD		chr2		184599056		G		A		0.007353		Non-synonymous		.		P		34		.		.		.		.		.

		AD_300		AD		chr2		229358057		C		T		0.022		UTR		.		B		8.783		.		.		.		.		.

		AD_300		AD		chr3		67010954		C		A		0.026		UTR		.		B		5.204		.		.		.		.		.

		AD_300		AD		chr3		179786939		T		C		0.025		UTR		.		B		11.06		.		.		.		.		.

		AD_300		AD		chr3		194360495		A		G		0.016		Synonymous		.		B		8.239		.		.		.		.		.

		AD_300		AD		chr5		35807980		T		C		0.015		UTR		.		B		2.695		.		.		.		.		.

		AD_300		AD		chr5		66054091		C		A		0.02		Non-synonymous		.		P		22.8		.		.		.		.		.

		AD_300		AD		chr5		177509860		C		A		0.064		Intronic		.		B		0.141		.		.		.		.		.

		AD_300		AD		chr7		157186861		A		G		0.017		Non-synonymous		0.0013		B		17.37		.		.		.		.		.

		AD_300		AD		chr8		54679508		G		A		0.04		Non-synonymous		.		B		7.298		.		.		.		.		.

		AD_300		AD		chr8		139732095		C		A		0.013		Non-synonymous		0.00000438		P		22.6		.		.		.		.		.

		AD_300		AD		chr9		114049235		C		A		0.007509		Non-synonymous		.		P		24.3		.		.		.		.		.

		AD_300		AD		chr9		131093255		C		A		0.017		UTR		.		B		2.788		.		.		.		.		.

		AD_300		AD		chr11		1481283		T		C		0.027		Intronic		.		B		2.351		.		.		.		.		.

		AD_300		AD		chr11		116778249		G		C		0.025		UTR		.		B		7.533		.		.		.		.		.

		AD_300		AD		chr12		40433748		G		T		0.018		Intronic		.		B		0.893		.		.		.		.		.

		AD_300		AD		chr12		109442279		C		A		0.015		Splicing		.		B		0.599		.		.		.		.		.

		AD_300		AD		chr13		23336482		G		A		0.02		Non-synonymous		0.0000488		P		33		.		.		.		.		.

		AD_300		AD		chr13		71438313		C		A		0.067		UTR		.		B		13.34		.		.		.		.		.

		AD_300		AD		chr13		102730571		G		A		0.02		Non-synonymous		0.0000197		B		13.78		.		.		.		.		.

		AD_300		AD		chr15		25718143		G		C		0.025		Intronic		.		B		0.446		.		.		.		.		.

		AD_300		AD		chr15		34940836		C		A		0.018		Intronic		.		B		2.46		.		.		.		.		.

		AD_300		AD		chr16		7710728		C		T		0.023		Non-synonymous		0.00000433		P		21.5		.		.		.		.		.

		AD_300		AD		chr18		76378847		C		T		0.034		Splicing		.		B		8.464		.		.		.		.		.

		AD_300		AD		chr19		8321726		C		T		0.036		Intronic		.		B		3.889		.		.		.		.		.

		AD_300		AD		chr19		16020145		C		A		0.052		Intronic		.		B		1.919		.		.		.		.		.

		AD_300		AD		chr19		45495011		G		A		0.045		Splicing		.		B		5.089		.		.		.		.		.

		AD_300		AD		chr19		46722065		C		A		0.028		Synonymous		.		B		0.319		.		.		.		.		.

		AD_300		AD		chr20		58909365		C		T		0.015		Non-synonymous		0		P		35		.		.		.		.		.

		AD_300		AD		chr21		33888473		C		A		0.025		UTR		.		B		9.114		.		.		.		.		.

		AD_300		AD		chr22		27797581		C		T		0.024		Non-synonymous		.		B		18.03		.		.		.		.		.

		AD_308		AD		chr1		58782723		G		A		0.014		Synonymous		.		B		22.4		.		.		.		.		.

		AD_308		AD		chr4		41629638		C		T		0.013		Non-synonymous		.		B		6.838		.		.		.		.		.

		AD_308		AD		chr5		154387138		G		A		0.017		UTR		.		B		3.061		.		.		.		.		.

		AD_308		AD		chr9		92315639		G		C		0.011		Non-synonymous		.		P		23.3		.		.		.		.		.

		AD_308		AD		chr9		137221046		G		A		0.026		Non-synonymous		.		P		22.9		.		.		.		.		.

		AD_308		AD		chr12		49901745		A		G		0.013		UTR		.		B		8.062		.		.		.		.		.

		AD_308		AD		chr12		95879895		C		A		0.036		UTR		.		B		0.843		.		.		.		.		.

		AD_308		AD		chr16		81356798		A		G		0.014		Non-synonymous		.		P		26.4		.		.		.		.		.

		AD_308		AD		chr19		45351451		C		G		0.036		UTR		.		B		0.271		.		.		.		.		.

		AD_308		AD		chr20		35275310		C		T		0.009029		UTR		.		B		18.1		.		.		.		.		.

		AD_1449		AD		chr1		1090979		G		A		0.051		Non-synonymous		0.00174		B		2.529		0.0819		0.01788944		0.001		0.997		.

		AD_1449		AD		chr1		162365272		G		A		0.03		UTR		.		B		0.26		.		.		.		.		.

		AD_1449		AD		chr2		28408782		G		A		0.265		Synonymous		.		B		9.171		.		.		.		.		.

		AD_1449		AD		chr2		47086902		T		C		0.057		Intronic		.		B		2.961		.		.		.		.		.

		AD_1449		AD		chr2		68131170		G		A		0.128		UTR		.		B		3.411		.		.		.		.		.

		AD_1449		AD		chr2		88860696		A		G		0.079		Intronic		.		B		2.758		.		.		.		.		.

		AD_1449		AD		chr2		136117916		T		C		0.277		Intronic		.		B		8.231		.		.		.		.		.

		AD_1449		AD		chr2		142130739		C		T		0.072		UTR		.		B		14.04		.		.		.		.		.

		AD_1449		AD		chr2		186659170		C		T		0.059		Non-synonymous		0.00000422		P		37		.		.		.		.		.

		AD_1449		AD		chr3		38139923		C		A		0.304		Non-synonymous		.		P		25		0.1022		0.022851869		1		0.993		.

		AD_1449		AD		chr3		46988935		C		A		0.011		Synonymous		.		B		14.46		.		.		.		.		.

		AD_1449		AD		chr3		51637454		C		T		0.026		Non-synonymous		.		P		27.8		.		.		.		.		.

		AD_1449		AD		chr3		54885436		C		A		0.1		Intronic		.		B		0.088		.		.		.		.		.

		AD_1449		AD		chr3		63278266		C		G		0.178		UTR		.		B		7.642		.		.		.		.		.

		AD_1449		AD		chr3		68545615		T		C		0.324		UTR		.		B		13.68		.		.		.		.		.

		AD_1449		AD		chr3		114308237		A		G		0.185		UTR		.		B		3.806		.		.		.		.		.

		AD_1449		AD		chr3		126136861		C		T		0.285		Non-synonymous		0.0000328		P		21.6		0.0162		0.005473621		0.823		0.935		0.513

		AD_1449		AD		chr4		1990495		G		A		0.113		Non-synonymous		.		B		0.021		.		.		.		.		.

		AD_1449		AD		chr4		22424344		G		A		0.273		Synonymous		.		B		0.382		.		.		.		.		.

		AD_1449		AD		chr4		24799725		G		A		0.013		Synonymous		.		B		3.088		.		.		.		.		.

		AD_1449		AD		chr4		152652602		T		A		0.211		Intronic		.		B		5.529		.		.		.		.		.

		AD_1449		AD		chr4		182792291		T		C		0.027		Synonymous		.		B		5.271		.		.		.		.		.

		AD_1449		AD		chr4		186273133		C		T		0.082		Non-synonymous		0.0000406		P		21.6		0.8143		0.150880486		1		0.904		.

		AD_1449		AD		chr5		1272272		G		C		0.312		Synonymous		.		B		3.228		.		.		.		.		.

		AD_1449		AD		chr5		55545750		C		T		0.306		Intergenic		.		B		1.47		.		.		.		.		.

		AD_1449		AD		chr5		65329461		C		T		0.044		Non-synonymous		.		P		25		.		.		.		.		.

		AD_1449		AD		chr5		104707735		A		C		0.063		Intronic		.		B		7.104		.		.		.		.		.

		AD_1449		AD		chr5		151546247		G		A		0.08		Non-synonymous		.		B		14.6		0.098		0.014118943		0.119		0.723		0.443

		AD_1449		AD		chr6		42227979		T		A		0.039		UTR		.		B		2.623		.		.		.		.		.

		AD_1449		AD		chr7		4861467		A		G		0.011		Non-synonymous		.		P		26.1		.		.		.		.		.

		AD_1449		AD		chr7		13986198		A		C		0.277		UTR		.		B		20.3		.		.		.		.		.

		AD_1449		AD		chr7		30160153		A		T		0.019		UTR		.		B		3.455		.		.		.		.		.

		AD_1449		AD		chr7		128255828		A		G		0.143		UTR		.		B		7.071		.		.		.		.		.

		AD_1449		AD		chr7		144397308		C		T		0.066		Non-synonymous		.		B		0.936		0.5794		0.025450645		.		0.667		0.045

		AD_1449		AD		chr8		48723884		G		A		0.016		UTR		.		B		0.008		.		.		.		.		.

		AD_1449		AD		chr8		86150285		C		T		0.258		Synonymous		.		B		0.198		.		.		.		.		.

		AD_1449		AD		chr8		141158230		C		G		0.108		Intronic		.		B		1.745		.		.		.		.		.

		AD_1449		AD		chr9		35107036		A		C		0.153		Intronic		.		B		2.741		.		.		.		.		.

		AD_1449		AD		chr10		7158891		C		A		0.056		UTR		.		B		6.871		.		.		.		.		.

		AD_1449		AD		chr10		29480783		C		T		0.223		Non-synonymous		0.0000164		P		21.7		0.1219		0.029153939		0.971		0.856		0.573

		AD_1449		AD		chr10		43128446		G		A		0.03		UTR		.		B		2.851		.		.		.		.		.

		AD_1449		AD		chr10		124622728		G		A		0.037		UTR		.		B		19.32		.		.		.		.		.

		AD_1449		AD		chr11		59172595		C		T		0.117		UTR		.		B		21.7		.		.		.		.		.

		AD_1449		AD		chr11		67307422		C		T		0.107		Synonymous		.		B		15.41		.		.		.		.		.

		AD_1449		AD		chr11		83257298		C		T		0.03		Intronic		.		B		0.489		.		.		.		.		.

		AD_1449		AD		chr11		116823298		G		A		0.016		UTR		.		B		1.832		.		.		.		.		.

		AD_1449		AD		chr11		123753885		T		G		0.25		Non-synonymous		.		B		16.81		0.0003		0.003316482		0.73		0.999		0.473

		AD_1449		AD		chr12		14805907		A		G		0.263		UTR		.		B		4.308		.		.		.		.		.

		AD_1449		AD		chr12		109278949		C		T		0.058		UTR		.		B		2.078		.		.		.		.		.

		AD_1449		AD		chr13		57634520		G		A		0.012		Synonymous		.		B		19.39		.		.		.		.		.

		AD_1449		AD		chr14		64125129		A		T		0.1		Non-synonymous		.		P		23.7		0.1148		0.046619953		0.225		0.692		0.47

		AD_1449		AD		chr15		42144051		G		A		0.034		Non-synonymous		.		P		27.3		.		.		.		.		.

		AD_1449		AD		chr15		90935510		C		A		0.032		Intronic		.		B		12.54		.		.		.		.		.

		AD_1449		AD		chr16		30118562		C		G		0.108		Intronic		.		B		7.22		.		.		.		.		.

		AD_1449		AD		chr17		8173570		G		C		0.28		UTR		.		B		18.1		.		.		.		.		.

		AD_1449		AD		chr19		746701		C		A		0.018		Non-synonymous		.		P		21.1		.		.		.		.		.

		AD_1449		AD		chr19		3834983		G		A		0.022		Splicing		.		B		6.432		.		.		.		.		.

		AD_1449		AD		chr19		39099003		C		A		0.142		Synonymous		.		B		18.33		.		.		.		.		.

		AD_1449		AD		chr19		46722008		G		A		0.329		Synonymous		.		B		15.49		.		.		.		.		.

		AD_1449		AD		chr20		23035560		G		A		0.245		Non-synonymous		0.00000457		B		15.73		0.1691		0.253362589		0.675		0.905		0.246

		AD_1449		AD		chr20		63286518		G		T		0.272		Intronic		.		B		2.783		.		.		.		.		.

		AD_1449		AD		chr21		45997391		G		A		0.026		Intronic		.		B		2.993		.		.		.		.		.

		AD_1449		AD		chr22		22881081		G		A		0.287		Intronic		.		B		1.354		.		.		.		.		.

		AD_1449		AD		chr22		31714544		T		A		0.056		Non-synonymous		.		P		29		.		.		.		.		.

		AD_1449		AD		chr22		44493629		G		A		0.029		UTR		.		B		1.863		.		.		.		.		.

		AD_1449		AD		chrX		47797300		T		C		0.181		Intergenic		.		B		8.131		.		.		.		.		.

		AD_1449		AD		chrX		124056168		G		T		0.152		Non-synonymous		.		P		30		0.2734		0.115745031		0.998		0.999		0.483

		AD_1449		AD		chrX		154473473		G		A		0.038		UTR		.		B		1.643		.		.		.		.		.

		AD_1438		AD		chr1		32275145		G		A		0.084		Intronic		.		B		0.076		.		.		.		.		.

		AD_1438		AD		chr1		110603501		G		C		0.013		Non-synonymous		.		P		22		.		.		.		.		.

		AD_1438		AD		chr1		154548959		T		G		0.275		UTR		.		B		3.553		.		.		.		.		.

		AD_1438		AD		chr1		161191373		C		T		0.074		Non-synonymous		0.0000203		P		22.3		0.0556		0.008295712		0.322		0.988		.

		AD_1438		AD		chr1		161750154		C		T		0.016		Intronic		.		B		8.256		.		.		.		.		.

		AD_1438		AD		chr1		179634531		G		A		0.02		Non-synonymous		.		B		1.441		.		.		.		.		.

		AD_1438		AD		chr1		196429725		C		G		0.243		Non-synonymous		.		P		26.7		0.1861		0.011305909		0.987		0.981		0.636

		AD_1438		AD		chr1		247605882		G		A		0.011		Synonymous		.		B		2.036		.		.		.		.		.

		AD_1438		AD		chr2		140231690		A		C		0.273		UTR		.		B		21.3		.		.		.		.		.

		AD_1438		AD		chr2		174747663		T		A		0.201		UTR		.		B		4.596		.		.		.		.		.

		AD_1438		AD		chr2		214953877		G		A		0.018		Synonymous		.		B		15.51		.		.		.		.		.

		AD_1438		AD		chr3		36830833		G		C		0.045		Intronic		.		B		4.098		.		.		.		.		.

		AD_1438		AD		chr3		126107006		G		A		0.115		Intronic		.		B		1.889		.		.		.		.		.

		AD_1438		AD		chr3		127606807		A		G		0.133		Non-synonymous		.		P		24.6		0.3664		0.050500507		0.99		0.981		0.295

		AD_1438		AD		chr3		169926241		G		A		0.02		UTR		.		B		0.247		.		.		.		.		.

		AD_1438		AD		chr4		41747742		A		G		0.045		Intronic		.		B		5.238		.		.		.		.		.

		AD_1438		AD		chr4		52024078		C		T		0.076		Non-synonymous		.		B		6.057		0.5951		0.091514747		0		0.369		0.207

		AD_1438		AD		chr4		75048336		T		G		0.277		UTR		.		B		2.958		.		.		.		.		.

		AD_1438		AD		chr4		105243594		G		A		0.025		Non-synonymous		.		P		31		.		.		.		.		.

		AD_1438		AD		chr4		105261757		A		G		0.088		Non-synonymous		.		P		25		.		.		.		.		.

		AD_1438		AD		chr4		137529586		C		T		0.013		Intronic		.		B		5.408		.		.		.		.		.

		AD_1438		AD		chr5		908510		T		G		0.009245		Intronic		.		B		2.001		.		.		.		.		.

		AD_1438		AD		chr5		16674983		T		G		0.252		Non-synonymous		.		P		31		0.9366		0.405373845		1		0.995		0.706

		AD_1438		AD		chr5		31521091		A		T		0.105		Intronic		.		B		7.29		.		.		.		.		.

		AD_1438		AD		chr5		113053985		C		A		0.073		Intronic		.		B		1.158		.		.		.		.		.

		AD_1438		AD		chr5		141865362		G		A		0.022		Synonymous		.		B		1.525		.		.		.		.		.

		AD_1438		AD		chr6		25726222		G		T		0.276		Synonymous		.		B		7.711		.		.		.		.		.

		AD_1438		AD		chr6		43006729		C		T		0.259		Intronic		.		B		0.282		.		.		.		.		.

		AD_1438		AD		chr6		116622911		T		A		0.248		Non-synonymous		.		P		36		.		.		.		.		.

		AD_1438		AD		chr6		149915963		C		G		0.339		Intronic		.		B		0.224		.		.		.		.		.

		AD_1438		AD		chr6		160258637		C		T		0.034		Non-synonymous		0.00000409		P		23.4		0.3242		0.013598653		0.984		0.97		0.461

		AD_1438		AD		chr7		2645910		C		T		0.29		Intronic		.		B		0.495		.		.		.		.		.

		AD_1438		AD		chr7		3971611		C		A		0.164		Intronic		.		B		8.269		.		.		.		.		.

		AD_1438		AD		chr7		31574522		T		C		0.025		Intronic		.		B		7.371		.		.		.		.		.

		AD_1438		AD		chr7		43876853		A		G		0.013		Synonymous		.		B		7.53		.		.		.		.		.

		AD_1438		AD		chr7		50711041		A		C		0.259		Intronic		.		B		11.11		.		.		.		.		.

		AD_1438		AD		chr7		54550946		G		A		0.015		UTR		.		B		0.728		.		.		.		.		.

		AD_1438		AD		chr7		105457518		T		C		0.038		UTR		.		B		3.087		.		.		.		.		.

		AD_1438		AD		chr7		157616335		A		G		0.021		Intronic		.		B		1.967		.		.		.		.		.

		AD_1438		AD		chr8		18556110		C		T		0.13		Intronic		.		B		0.058		.		.		.		.		.

		AD_1438		AD		chr8		25243651		C		A		0.027		Intronic		.		B		0.523		.		.		.		.		.

		AD_1438		AD		chr8		95154243		A		G		0.132		Non-synonymous		.		P		24.8		0.6017		0.017769991		1		1		0.437

		AD_1438		AD		chr9		126376609		G		A		0.068		Intronic		.		B		0.348		.		.		.		.		.

		AD_1438		AD		chr10		15220991		G		A		0.041		Non-synonymous		.		P		27.2		0.1612		0.011178103		0.957		0.754		0.789

		AD_1438		AD		chr10		49327098		C		T		0.121		UTR		.		B		0.014		.		.		.		.		.

		AD_1438		AD		chr10		101829909		G		T		0.034		Non-synonymous		.		P		36		.		.		.		.		.

		AD_1438		AD		chr10		113835293		G		C		0.028		Non-synonymous		.		P		28.6		0.7932		0.242902771		1		0.999		0.958

		AD_1438		AD		chr11		6566453		C		A		0.272		Intronic		.		B		1.24		.		.		.		.		.

		AD_1438		AD		chr11		6566990		C		T		0.012		Synonymous		.		B		4.146		.		.		.		.		.

		AD_1438		AD		chr11		42239706		T		G		0.059		Splicing		.		B		11.15		.		.		.		.		.

		AD_1438		AD		chr11		60416883		C		T		0.009747		Synonymous		.		B		0.044		.		.		.		.		.

		AD_1438		AD		chr11		68613123		G		T		0.031		UTR		.		B		13.66		.		.		.		.		.

		AD_1438		AD		chr11		70486378		C		T		0.006418		Synonymous		.		B		8.292		.		.		.		.		.

		AD_1438		AD		chr11		78172111		A		G		0.018		UTR		.		B		8.112		.		.		.		.		.

		AD_1438		AD		chr11		100991983		T		C		0.235		Intergenic		.		B		5.798		.		.		.		.		.

		AD_1438		AD		chr11		113829489		T		C		0.121		Intronic		.		B		3.988		.		.		.		.		.

		AD_1438		AD		chr11		116837342		T		G		0.019		Splicing		.		B		21.8		.		.		.		.		.

		AD_1438		AD		chr11		129295608		A		G		0.216		Intronic		.		B		8.711		.		.		.		.		.

		AD_1438		AD		chr12		6937160		C		T		0.027		Synonymous		.		B		8.994		.		.		.		.		.

		AD_1438		AD		chr12		49349269		A		G		0.28		Non-synonymous		.		P		22.4		0.0799		0.010586351		0.651		0.669		0.307

		AD_1438		AD		chr12		70330468		A		T		0.012		Non-synonymous		.		P		26.3		.		.		.		.		.

		AD_1438		AD		chr12		70517106		G		A		0.032		UTR		.		B		14		.		.		.		.		.

		AD_1438		AD		chr12		70638666		A		T		0.132		UTR		.		B		20.6		.		.		.		.		.

		AD_1438		AD		chr13		23659168		C		T		0.01		Synonymous		.		B		11.08		.		.		.		.		.

		AD_1438		AD		chr13		24121831		A		G		0.364		Intronic		.		B		7.499		.		.		.		.		.

		AD_1438		AD		chr13		30657405		G		A		0.059		Intronic		.		B		9.179		.		.		.		.		.

		AD_1438		AD		chr13		51251620		C		T		0.105		Non-synonymous		.		P		22.8		0.197		0.046942482		1		0.994		0.386

		AD_1438		AD		chr14		21500619		C		T		0.012		Non-synonymous		.		P		26.4		.		.		.		.		.

		AD_1438		AD		chr14		22884779		C		T		0.091		Non-synonymous		.		P		25.1		0.3942		0.070645382		1		0.995		0.432

		AD_1438		AD		chr14		34539379		C		T		0.008902		Non-synonymous		.		B		7.999		.		.		.		.		.

		AD_1438		AD		chr14		99676750		G		A		0.074		UTR		.		B		1.013		.		.		.		.		.

		AD_1438		AD		chr15		65652733		T		C		0.296		Non-synonymous		0.0000447		P		29.1		0.5585		0.17234204		1		0.999		.

		AD_1438		AD		chr15		99131004		G		A		0.038		Non-synonymous		.		B		8.406		0.2356		0.017016526		0.006		0.283		0.235

		AD_1438		AD		chr16		763488		G		A		0.023		Intronic		.		B		1.101		.		.		.		.		.

		AD_1438		AD		chr16		1370096		C		T		0.245		Non-synonymous		.		B		0.286		.		.		.		.		.

		AD_1438		AD		chr16		2499968		C		G		0.245		Intronic		.		B		0.452		.		.		.		.		.

		AD_1438		AD		chr16		2592800		C		T		0.235		Intronic		.		B		0.208		.		.		.		.		.

		AD_1438		AD		chr16		35082214		G		A		0.021		Intronic		.		B		5.989		.		.		.		.		.

		AD_1438		AD		chr16		35414595		C		T		0.138		Intronic		.		B		4.725		.		.		.		.		.

		AD_1438		AD		chr16		54933659		C		T		0.147		Non-synonymous		.		P		33		0.2492		0.054480453		1		0.999		0.381

		AD_1438		AD		chr16		74912248		A		T		0.023		Non-synonymous		.		P		28		.		.		.		.		.

		AD_1438		AD		chr17		7847284		C		T		0.012		Synonymous		.		B		11.93		.		.		.		.		.

		AD_1438		AD		chr17		8173530		A		C		0.16		UTR		.		B		13.98		.		.		.		.		.

		AD_1438		AD		chr17		10311216		C		T		0.073		Non-synonymous		0.0000162		P		25.1		0.8291		0.026549636		0.991		0.882		.

		AD_1438		AD		chr17		76736877		G		C		0.301		Non-synonymous		0.0000295		P		29.6		0.488		0.979870032		1		0.979		.

		AD_1438		AD		chr17		81666749		G		A		0.019		UTR		.		B		8.93		.		.		.		.		.

		AD_1438		AD		chr18		32037190		C		T		0.015		Non-synonymous		.		P		23.3		.		.		.		.		.

		AD_1438		AD		chr18		63327996		T		G		0.159		UTR		.		B		7.981		.		.		.		.		.

		AD_1438		AD		chr19		40239914		C		T		0.122		Intronic		.		B		1.957		.		.		.		.		.

		AD_1438		AD		chr19		43719785		G		A		0.045		Synonymous		.		B		0.296		.		.		.		.		.

		AD_1438		AD		chr20		44424117		G		A		0.044		Non-synonymous		0.00000821		P		26.2		0.9376		0.652680986		1		0.988		.

		AD_1438		AD		chr20		48627449		T		A		0.119		Intronic		.		B		0.516		.		.		.		.		.

		AD_1438		AD		chr20		62761750		G		A		0.083		UTR		.		B		0.045		.		.		.		.		.

		AD_1438		AD		chr22		19199794		C		T		0.122		Non-synonymous		.		B		2.582		.		.		.		.		.

		AD_1438		AD		chrX		9718764		C		T		0.021		UTR		.		B		0.829		.		.		.		.		.

		AD_1438		AD		chrX		23000698		G		C		0.045		Non-synonymous		.		P		21.2		0.0822		0.024591258		1		0.904		0.337

		AD_1438		AD		chrX		46574589		G		A		0.134		Non-synonymous		.		P		22.5		0.6889		0.978530443		0.899		0.674		0.502

		AD_1438		AD		chrX		48981600		T		C		0.016		Non-synonymous		.		P		23.3		.		.		.		.		.

		AD_1438		AD		chrX		66259974		A		G		0.274		Intronic		.		B		3.54		.		.		.		.		.

		AD_1438		AD		chrX		77682834		G		A		0.1		Non-synonymous		.		P		36		.		.		.		.		.

		AD_1438		AD		chrX		87517992		A		G		0.011		Synonymous		.		B		20.5		.		.		.		.		.

		AD_1438		AD		chrX		153955272		G		A		0.016		Non-synonymous		.		P		20.6		.		.		.		.		.

		AD_1450		AD		chr1		22639276		G		A		0.012		Non-synonymous		.		P		31		.		.		.		.		.

		AD_1450		AD		chr1		22896599		G		T		0.016		Intronic		.		B		2.282		.		.		.		.		.

		AD_1450		AD		chr1		26045063		T		C		0.007117		Non-synonymous		.		B		8.416		.		.		.		.		.

		AD_1450		AD		chr1		55066633		T		C		0.006601		UTR		.		B		0.268		.		.		.		.		.

		AD_1450		AD		chr1		201134949		G		A		0.009249		UTR		.		B		0.577		.		.		.		.		.

		AD_1450		AD		chr2		188582557		A		G		0.025		Non-synonymous		.		P		21.7		.		.		.		.		.

		AD_1450		AD		chr5		432635		T		A		0.007716		Intronic		.		B		0.063		.		.		.		.		.

		AD_1450		AD		chr5		10254170		T		G		0.016		Non-synonymous		.		P		24.7		.		.		.		.		.

		AD_1450		AD		chr5		72460657		C		T		0.008917		Synonymous		.		B		9.63		.		.		.		.		.

		AD_1450		AD		chr6		17637321		T		C		0.007767		Non-synonymous		.		P		21.8		.		.		.		.		.

		AD_1450		AD		chr6		43513166		G		A		0.013		Non-synonymous		0.0000203		P		24.7		.		.		.		.		.

		AD_1450		AD		chr6		105333532		A		T		0.021		Intronic		.		B		14.43		.		.		.		.		.

		AD_1450		AD		chr7		151148726		T		G		0.006418		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_1450		AD		chr8		69832346		C		T		0.011		Non-synonymous		0.0057		B		6.687		.		.		.		.		.

		AD_1450		AD		chr9		3824784		A		T		0.022		UTR		.		B		19.64		.		.		.		.		.

		AD_1450		AD		chr9		18928289		A		T		0.012		Synonymous		.		B		2.337		.		.		.		.		.

		AD_1450		AD		chr9		128311614		G		A		0.008247		Intronic		.		B		6.504		.		.		.		.		.

		AD_1450		AD		chr10		112150764		C		T		0.027		UTR		.		B		2.959		.		.		.		.		.

		AD_1450		AD		chr10		133214025		A		G		0.007449		Non-synonymous		.		B		14.47		.		.		.		.		.

		AD_1450		AD		chr11		56097367		T		C		0.133		Intronic		.		B		8.817		.		.		.		.		.

		AD_1450		AD		chr11		82933607		G		C		0.022		Non-synonymous		.		P		26.1		.		.		.		.		.

		AD_1450		AD		chr11		118590546		C		G		0.018		Intronic		.		B		5.237		.		.		.		.		.

		AD_1450		AD		chr11		119051849		G		A		0.007059		Synonymous		.		B		4.962		.		.		.		.		.

		AD_1450		AD		chr11		119081550		C		A		0.014		Non-synonymous		.		B		15.4		.		.		.		.		.

		AD_1450		AD		chr12		57607622		A		T		0.00738		Intronic		.		B		7.979		.		.		.		.		.

		AD_1450		AD		chr12		121001568		C		T		0.016		UTR		.		B		14.38		.		.		.		.		.

		AD_1450		AD		chr16		48133833		T		C		0.015		Non-synonymous		0.00000406		B		11.08		.		.		.		.		.

		AD_1450		AD		chr16		66510486		T		A		0.00738		UTR		.		B		2.166		.		.		.		.		.

		AD_1450		AD		chr16		72108630		C		T		0.031		Intronic		.		B		1.748		.		.		.		.		.

		AD_1450		AD		chr17		4819193		C		T		0.007463		Synonymous		.		B		7.66		.		.		.		.		.

		AD_1450		AD		chr17		19360296		G		C		0.024		Intronic		.		B		7.458		.		.		.		.		.

		AD_1450		AD		chr17		49847047		C		T		0.01		Intronic		.		B		1.237		.		.		.		.		.

		AD_1450		AD		chr18		46601615		C		T		0.008432		Intronic		.		B		3.177		.		.		.		.		.

		AD_1450		AD		chr19		8136211		G		A		0.021		Non-synonymous		.		B		8.896		.		.		.		.		.

		AD_1450		AD		chr19		33772280		C		T		0.019		Synonymous		.		B		7.067		.		.		.		.		.

		AD_1450		AD		chr19		37889659		T		C		0.016		Non-synonymous		.		B		1.88		.		.		.		.		.

		AD_1450		AD		chr19		56816194		A		G		0.017		Non-synonymous		.		P		22		.		.		.		.		.

		AD_1450		AD		chr20		43682814		C		T		0.009091		Synonymous		.		B		12.66		.		.		.		.		.

		AD_1450		AD		chrX		31206675		G		A		0.033		Splicing		.		B		3.049		.		.		.		.		.

		AD_1450		AD		chrX		48060841		G		T		0.016		Synonymous		.		B		3.484		.		.		.		.		.

		AD_1439		AD		chr1		15976058		A		T		0.089		UTR		.		B		20.5		.		.		.		.		.

		AD_1439		AD		chr1		54225193		C		T		0.033		Synonymous		.		B		0.296		.		.		.		.		.

		AD_1439		AD		chr1		222544159		C		T		0.043		Non-synonymous		0.0000124		P		24.1		0.3353		0.01806379		1		0.993		.

		AD_1439		AD		chr1		227919228		C		G		0.106		UTR		.		B		1.167		.		.		.		.		.

		AD_1439		AD		chr2		1542093		G		A		0.013		UTR		.		B		0.104		.		.		.		.		.

		AD_1439		AD		chr2		25240732		T		C		0.01		Non-synonymous		.		P		27.6		.		.		.		.		.

		AD_1439		AD		chr2		134862065		T		C		0.041		Intronic		.		B		2.193		.		.		.		.		.

		AD_1439		AD		chr2		217831440		C		G		0.015		Intronic		.		B		0.075		.		.		.		.		.

		AD_1439		AD		chr2		241572488		G		A		0.059		UTR		.		B		2.652		.		.		.		.		.

		AD_1439		AD		chr3		119324786		A		G		0.034		Intronic		.		B		0.689		.		.		.		.		.

		AD_1439		AD		chr4		39446530		G		T		0.019		Non-synonymous		.		P		32		.		.		.		.		.

		AD_1439		AD		chr5		61705687		C		T		0.077		Intronic		.		B		2.72		.		.		.		.		.

		AD_1439		AD		chr5		132674409		G		A		0.014		Intronic		.		B		1.199		.		.		.		.		.

		AD_1439		AD		chr5		145937986		G		A		0.02		Non-synonymous		0.00000406		P		31		.		.		.		.		.

		AD_1439		AD		chr5		147393329		G		C		0.133		UTR		.		B		7.938		.		.		.		.		.

		AD_1439		AD		chr6		43507946		G		A		0.014		Intronic		.		B		0.069		.		.		.		.		.

		AD_1439		AD		chr6		89673440		A		G		0.013		Non-synonymous		.		P		25.5		.		.		.		.		.

		AD_1439		AD		chr6		166500855		G		C		0.026		Intronic		.		B		3.269		.		.		.		.		.

		AD_1439		AD		chr7		769013		G		A		0.016		UTR		.		B		0.793		.		.		.		.		.

		AD_1439		AD		chr7		100555710		G		A		0.153		Synonymous		.		B		1.916		.		.		.		.		.

		AD_1439		AD		chr7		100573996		T		G		0.093		Intronic		.		B		7.616		.		.		.		.		.

		AD_1439		AD		chr7		100647421		G		A		0.03		Intronic		.		B		0.509		.		.		.		.		.

		AD_1439		AD		chr7		149875831		C		T		0.111		Intronic		.		B		7.732		.		.		.		.		.

		AD_1439		AD		chr8		2957823		A		T		0.169		Intronic		.		B		10.48		.		.		.		.		.

		AD_1439		AD		chr8		11993322		A		G		0.152		UTR		.		B		1.551		.		.		.		.		.

		AD_1439		AD		chr8		41672474		G		A		0.03		Non-synonymous		0.0000284		B		16.63		0.0337		0.004395947		0.005		0.59		.

		AD_1439		AD		chr8		91127196		G		A		0.089		Intronic		.		B		0.003		.		.		.		.		.

		AD_1439		AD		chr9		38396052		G		A		0.012		Non-synonymous		.		P		24.7		.		.		.		.		.

		AD_1439		AD		chr9		77431351		T		A		0.031		Non-synonymous		.		P		25.6		0.7712		0.08744252		1		0.955		0.566

		AD_1439		AD		chr10		20896910		A		C		0.043		Intronic		.		B		2.783		.		.		.		.		.

		AD_1439		AD		chr10		128098888		T		A		0.017		UTR		.		B		1.572		.		.		.		.		.

		AD_1439		AD		chr11		57182473		C		T		0.019		Non-synonymous		0.0000205		P		25.9		.		.		.		.		.

		AD_1439		AD		chr11		62803934		C		A		0.027		Non-synonymous		.		P		24.7		0.2211		0.07047542		1		0.824		0.274

		AD_1439		AD		chr11		83257298		C		T		0.047		Intronic		.		B		0.489		.		.		.		.		.

		AD_1439		AD		chr12		6937607		G		A		0.024		Intronic		.		B		4.918		.		.		.		.		.

		AD_1439		AD		chr12		13564079		G		A		0.01		Synonymous		.		B		7.501		.		.		.		.		.

		AD_1439		AD		chr12		52172977		A		G		0.025		Intronic		.		B		0.286		.		.		.		.		.

		AD_1439		AD		chr12		56957169		C		T		0.00885		Synonymous		.		B		4.945		.		.		.		.		.

		AD_1439		AD		chr12		71584132		G		A		0.052		Non-synonymous		0.0000284		B		19.49		0.4069		0.044485087		0.232		0.86		0.529

		AD_1439		AD		chr12		111362664		G		A		0.008997		UTR		.		B		1.71		.		.		.		.		.

		AD_1439		AD		chr14		22871651		G		C		0.166		UTR		.		B		14.38		.		.		.		.		.

		AD_1439		AD		chr14		23414167		C		T		0.052		Intronic		.		B		1.828		.		.		.		.		.

		AD_1439		AD		chr14		64753655		C		T		0.014		Non-synonymous		0.000203		B		20.7		.		.		.		.		.

		AD_1439		AD		chr15		25062377		G		T		0.009317		Intronic		.		B		18.15		.		.		.		.		.

		AD_1439		AD		chr15		78755132		G		A		0.134		Intergenic		.		B		0.05		.		.		.		.		.

		AD_1439		AD		chr15		93026824		C		T		0.011		UTR		.		B		3.259		.		.		.		.		.

		AD_1439		AD		chr16		2207312		C		T		0.016		Synonymous		.		B		2.874		.		.		.		.		.

		AD_1439		AD		chr16		46691015		G		A		0.026		Synonymous		.		B		21.5		.		.		.		.		.

		AD_1439		AD		chr16		89198238		G		A		0.036		Non-synonymous		.		B		16.48		.		0.08323087		.		.		.

		AD_1439		AD		chr16		89931953		C		T		0.146		Intronic		.		B		1.781		.		.		.		.		.

		AD_1439		AD		chr18		2656065		T		C		0.03		UTR		.		B		13.24		.		.		.		.		.

		AD_1439		AD		chr18		41957783		A		G		0.149		Intronic		.		B		1.589		.		.		.		.		.

		AD_1439		AD		chr18		50799414		G		A		0.023		Intronic		.		B		0.016		.		.		.		.		.

		AD_1439		AD		chr18		79375382		G		A		0.019		Intronic		.		B		13.14		.		.		.		.		.

		AD_1439		AD		chr19		4215994		C		A		0.029		Non-synonymous		.		P		23.8		0.1337		0.029030815		0.999		0.999		0.169

		AD_1439		AD		chr19		12834599		T		A		0.011		Intronic		.		B		19.61		.		.		.		.		.

		AD_1439		AD		chr19		38412962		A		T		0.082		Non-synonymous		.		P		23		0.2956		0.047156793		0.999		0.619		0.441

		AD_1439		AD		chr19		40909869		G		A		0.058		Intronic		.		B		1.529		.		.		.		.		.

		AD_1439		AD		chr19		48895400		G		C		0.025		Synonymous		.		B		3.221		.		.		.		.		.

		AD_1439		AD		chr20		31996878		C		T		0.048		Synonymous		.		B		10.38		.		.		.		.		.

		AD_1439		AD		chr21		41839665		C		G		0.01		Non-synonymous		.		B		2.899		.		.		.		.		.

		AD_1439		AD		chr22		50278443		G		A		0.014		Non-synonymous		0.00000625		P		31		.		.		.		.		.

		AD_1439		AD		chrX		74524372		C		T		0.061		Non-synonymous		.		P		29.9		0.2018		0.521170607		0.996		.		0.557

		AD_1439		AD		chrX		134770852		G		A		0.105		UTR		.		B		4.024		.		.		.		.		.

		AD_1439		AD		chrX		147938195		G		C		0.045		Intronic		.		B		6.926		.		.		.		.		.

		AD_1439		AD		chrX		150767772		C		T		0.038		UTR		.		B		0.453		.		.		.		.		.

		AD_1439		AD		chrX		154380828		G		A		0.025		Intronic		.		B		5.686		.		.		.		.		.

		AD_1451		AD		chr1		9850027		T		A		0.018		UTR		.		B		6.278		.		.		.		.		.

		AD_1451		AD		chr1		22785030		G		A		0.012		Non-synonymous		0.00000407		P		23.3		.		.		.		.		.

		AD_1451		AD		chr1		89013379		C		T		0.025		Non-synonymous		0.0000772		B		0.4		.		.		.		.		.

		AD_1451		AD		chr1		93877698		A		T		0.024		Synonymous		.		B		1.541		.		.		.		.		.

		AD_1451		AD		chr1		162367330		A		T		0.01		Non-synonymous		.		P		32		.		.		.		.		.

		AD_1451		AD		chr1		183627559		A		T		0.019		Synonymous		.		B		13.3		.		.		.		.		.

		AD_1451		AD		chr1		193105541		C		T		0.031		Non-synonymous		.		B		7.027		.		.		.		.		.

		AD_1451		AD		chr1		201982973		C		T		0.042		Non-synonymous		.		B		10.13		.		.		.		.		.

		AD_1451		AD		chr1		203219285		C		T		0.016		Synonymous		.		B		8.327		.		.		.		.		.

		AD_1451		AD		chr1		215674047		A		G		0.014		Intronic		.		B		0.283		.		.		.		.		.

		AD_1451		AD		chr1		223395372		T		G		0.015		UTR		.		B		1.402		.		.		.		.		.

		AD_1451		AD		chr2		10912855		C		T		0.03		Synonymous		.		B		10.33		.		.		.		.		.

		AD_1451		AD		chr2		140232323		C		T		0.018		UTR		.		B		6.142		.		.		.		.		.

		AD_1451		AD		chr2		151565511		T		C		0.021		Non-synonymous		.		P		28.5		.		.		.		.		.

		AD_1451		AD		chr2		197402636		T		A		0.018		Non-synonymous		0		P		28.5		.		.		.		.		.

		AD_1451		AD		chr2		197402757		T		C		0.015		Non-synonymous		.		P		25.4		.		.		.		.		.

		AD_1451		AD		chr2		207044086		C		T		0.075		Intergenic		.		B		0.635		.		.		.		.		.

		AD_1451		AD		chr2		218385317		C		A		0.013		Intronic		.		B		5.145		.		.		.		.		.

		AD_1451		AD		chr2		219215126		G		A		0.034		Intronic		.		B		2.265		.		.		.		.		.

		AD_1451		AD		chr3		15175199		G		A		0.014		Intronic		.		B		9.539		.		.		.		.		.

		AD_1451		AD		chr3		36889859		C		T		0.023		Non-synonymous		.		P		22.8		.		.		.		.		.

		AD_1451		AD		chr3		44914816		C		T		0.024		UTR		.		B		0.856		.		.		.		.		.

		AD_1451		AD		chr3		47411810		G		A		0.01		Non-synonymous		0.00000829		P		29.7		.		.		.		.		.

		AD_1451		AD		chr3		49654731		C		T		0.033		Synonymous		.		B		8.187		.		.		.		.		.

		AD_1451		AD		chr3		119544742		T		C		0.009023		Non-synonymous		0.00000407		B		10.27		.		.		.		.		.

		AD_1451		AD		chr3		122425650		C		T		0.028		UTR		.		B		15.6		.		.		.		.		.

		AD_1451		AD		chr3		136002404		T		A		0.008974		Non-synonymous		.		B		14.26		.		.		.		.		.

		AD_1451		AD		chr3		195356144		C		T		0.017		Intronic		.		B		0.656		.		.		.		.		.

		AD_1451		AD		chr4		15838051		T		C		0.018		Intronic		.		B		1.335		.		.		.		.		.

		AD_1451		AD		chr4		70645366		C		A		0.038		UTR		.		B		5.577		.		.		.		.		.

		AD_1451		AD		chr4		79325850		C		T		0.021		Non-synonymous		.		P		24.3		.		.		.		.		.

		AD_1451		AD		chr5		55672499		G		T		0.119		Intronic		.		B		0.995		.		.		.		.		.

		AD_1451		AD		chr5		55910631		G		A		0.015		Non-synonymous		.		P		24.4		.		.		.		.		.

		AD_1451		AD		chr5		149853861		A		G		0.013		UTR		.		B		8.489		.		.		.		.		.

		AD_1451		AD		chr6		43206056		G		A		0.03		Non-synonymous		.		P		20.9		.		.		.		.		.

		AD_1451		AD		chr6		47656535		C		T		0.024		Non-synonymous		.		B		15.76		.		.		.		.		.

		AD_1451		AD		chr6		106784149		G		A		0.041		Intronic		.		B		1.27		.		.		.		.		.

		AD_1451		AD		chr7		6590299		C		T		0.08		Non-synonymous		.		P		22.9		0.0899		0.183704962		0.775		0.992		0.332

		AD_1451		AD		chr7		7641109		C		T		0.014		UTR		.		B		8.832		.		.		.		.		.

		AD_1451		AD		chr7		34834517		T		C		0.014		Intronic		.		B		10.71		.		.		.		.		.

		AD_1451		AD		chr7		128845984		C		T		0.099		Splicing		.		B		0.038		.		.		.		.		.

		AD_1451		AD		chr7		138460296		G		T		0.06		Intergenic		.		B		5.982		.		.		.		.		.

		AD_1451		AD		chr7		142036252		G		A		0.024		Synonymous		.		B		8.688		.		.		.		.		.

		AD_1451		AD		chr8		30700037		A		G		0.024		Intronic		.		B		0.222		.		.		.		.		.

		AD_1451		AD		chr8		35686608		G		A		0.017		Non-synonymous		.		P		27		.		.		.		.		.

		AD_1451		AD		chr8		80525886		G		A		0.018		UTR		.		B		0.079		.		.		.		.		.

		AD_1451		AD		chr8		94674422		T		G		0.012		Non-synonymous		.		P		32		.		.		.		.		.

		AD_1451		AD		chr9		21141090		C		G		0.011		Non-synonymous		.		P		21.5		.		.		.		.		.

		AD_1451		AD		chr9		93953376		T		C		0.027		UTR		.		B		7.964		.		.		.		.		.

		AD_1451		AD		chr9		94584717		G		A		0.013		Intronic		.		B		3.343		.		.		.		.		.

		AD_1451		AD		chr9		112663972		C		T		0.011		UTR		.		B		0.449		.		.		.		.		.

		AD_1451		AD		chr9		135759725		C		T		0.068		Non-synonymous		.		P		22.7		0.0486		0.014299241		0.02		0.936		0.559

		AD_1451		AD		chr9		135765034		G		A		0.011		Non-synonymous		0.00000409		P		33		.		.		.		.		.

		AD_1451		AD		chr9		136366800		C		T		0.022		Non-synonymous		.		B		18.66		.		.		.		.		.

		AD_1451		AD		chr10		5525230		C		T		0.011		Synonymous		.		B		17.41		.		.		.		.		.

		AD_1451		AD		chr10		95356688		T		C		0.013		Non-synonymous		.		B		19.96		.		.		.		.		.

		AD_1451		AD		chr10		99800370		G		A		0.012		Intronic		.		B		8.778		.		.		.		.		.

		AD_1451		AD		chr10		115301965		C		T		0.018		Non-synonymous		0		P		39		.		.		.		.		.

		AD_1451		AD		chr11		10751075		G		C		0.021		UTR		.		B		10.31		.		.		.		.		.

		AD_1451		AD		chr11		17134835		T		C		0.032		Non-synonymous		.		P		22.1		0.1241		0.013251616		0.104		0.612		0.441

		AD_1451		AD		chr11		17612167		C		T		0.013		Synonymous		.		B		0.73		.		.		.		.		.

		AD_1451		AD		chr11		44618860		T		G		0.075		Intronic		.		B		7.114		.		.		.		.		.

		AD_1451		AD		chr11		62702499		T		C		0.033		Non-synonymous		0.0000162		P		24.7		0.766		0.097045536		1		0.853		0.617

		AD_1451		AD		chr11		78670319		C		T		0.011		Non-synonymous		.		P		24.7		.		.		.		.		.

		AD_1451		AD		chr11		119335835		T		C		0.008787		Non-synonymous		.		P		24.6		.		.		.		.		.

		AD_1451		AD		chr12		559410		G		T		0.033		Non-synonymous		.		P		28.9		0.1077		0.029472424		1		0.866		0.518

		AD_1451		AD		chr12		8092958		C		T		0.03		Synonymous		.		B		19.7		.		.		.		.		.

		AD_1451		AD		chr12		10610716		A		G		0.029		Intronic		.		B		15.69		.		.		.		.		.

		AD_1451		AD		chr12		48936843		A		G		0.038		UTR		.		B		11.77		.		.		.		.		.

		AD_1451		AD		chr12		109581586		G		T		0.035		Intronic		.		B		0.512		.		.		.		.		.

		AD_1451		AD		chr12		128984446		G		A		0.026		UTR		.		B		0.208		.		.		.		.		.

		AD_1451		AD		chr12		130442477		G		A		0.013		Non-synonymous		0.000138		B		10.67		.		.		.		.		.

		AD_1451		AD		chr14		63001438		A		G		0.031		Non-synonymous		.		P		23.6		0.9476		0.355746833		0.542		0.867		0.424

		AD_1451		AD		chr14		64143852		T		A		0.014		Non-synonymous		.		P		25.3		.		.		.		.		.

		AD_1451		AD		chr15		41226596		G		A		0.035		UTR		.		B		16.41		.		.		.		.		.

		AD_1451		AD		chr15		42001170		C		T		0.036		Synonymous		.		B		2.388		.		.		.		.		.

		AD_1451		AD		chr15		54627075		C		A		0.018		Non-synonymous		.		P		25.7		.		.		.		.		.

		AD_1451		AD		chr16		565120		A		T		0.044		Non-synonymous		.		P		21.7		0.0847		0.010197936		0.152		0.993		0.118

		AD_1451		AD		chr16		21146045		C		T		0.011		Non-synonymous		.		B		4.634		.		.		.		.		.

		AD_1451		AD		chr17		19378874		C		G		0.03		UTR		.		B		5.041		.		.		.		.		.

		AD_1451		AD		chr17		32341971		G		C		0.048		Intronic		.		B		8.495		.		.		.		.		.

		AD_1451		AD		chr17		40771837		G		A		0.018		Non-synonymous		0.0000406		P		34		.		.		.		.		.

		AD_1451		AD		chr17		49043550		G		A		0.021		Non-synonymous		.		P		25.6		.		.		.		.		.

		AD_1451		AD		chr17		68450814		T		C		0.062		Non-synonymous		0.00000406		P		23.2		0.1709		0.06671061		0.249		0.998		0.472

		AD_1451		AD		chr18		21440368		T		C		0.011		Non-synonymous		.		P		21.3		.		.		.		.		.

		AD_1451		AD		chr18		26861277		C		T		0.023		Non-synonymous		0.0000488		B		18.16		.		.		.		.		.

		AD_1451		AD		chr18		80138208		C		T		0.012		Non-synonymous		.		P		22		.		.		.		.		.

		AD_1451		AD		chr19		4054210		C		T		0.008503		Synonymous		.		B		5.277		.		.		.		.		.

		AD_1451		AD		chr19		36024507		A		T		0.042		Synonymous		.		B		18.55		.		.		.		.		.

		AD_1451		AD		chr19		45145241		G		A		0.031		Non-synonymous		.		P		23.5		0.1829		0.17057071		.		0.869		0.397

		AD_1451		AD		chr20		32133138		C		A		0.034		Intronic		.		B		10.27		.		.		.		.		.

		AD_1451		AD		chr20		57565510		C		T		0.036		Synonymous		.		B		13.3		.		.		.		.		.

		AD_1451		AD		chr21		29561761		A		C		0.013		Non-synonymous		.		P		34		.		.		.		.		.

		AD_1451		AD		chr22		28696959		C		T		0.016		Non-synonymous		0.00000813		P		28.6		.		.		.		.		.

		AD_1451		AD		chrX		47179972		C		T		0.021		Non-synonymous		.		P		26.7		.		.		.		.		.

		AD_1451		AD		chrX		85108593		G		T		0.00998		Non-synonymous		.		B		10.04		.		.		.		.		.

		AD_1451		AD		chrX		106033669		T		C		0.027		Non-synonymous		.		B		16.54		.		.		.		.		.

		AD_1451		AD		chrX		120254839		G		A		0.021		Non-synonymous		0.0000056		P		24		.		.		.		.		.

		AD_1451		AD		chrX		154469513		G		A		0.04		Intronic		.		B		2.082		.		.		.		.		.

		AD_1452		AD		chr1		54779925		G		A		0.014		UTR		.		B		3.451		.		.		.		.		.

		AD_1452		AD		chr1		89934822		G		A		0.012		Non-synonymous		.		P		23.8		.		.		.		.		.

		AD_1452		AD		chr1		237456593		G		A		0.037		Splicing		.		B		2.233		.		.		.		.		.

		AD_1452		AD		chr1		247532448		G		T		0.036		Non-synonymous		.		P		20.4		0.1004		0.004374069		0.935		0.999		0.481

		AD_1452		AD		chr2		3697376		C		T		0.016		Non-synonymous		0.0000325		B		17.99		.		.		.		.		.

		AD_1452		AD		chr2		106101013		G		A		0.024		Intronic		.		B		0.515		.		.		.		.		.

		AD_1452		AD		chr2		218089898		G		A		0.013		UTR		.		B		0.74		.		.		.		.		.

		AD_1452		AD		chr2		229585911		C		T		0.038		Non-synonymous		.		P		21.4		0.3994		0.069384333		0.911		0.561		0.416

		AD_1452		AD		chr3		38009996		G		A		0.01		Non-synonymous		0.000268		B		28.9		.		.		.		.		.

		AD_1452		AD		chr3		38752346		G		A		0.029		Non-synonymous		.		B		15.29		0.6591		0.083332336		0.009		0.455		0.389

		AD_1452		AD		chr4		679089		C		G		0.021		Synonymous		.		B		0.464		.		.		.		.		.

		AD_1452		AD		chr4		78935121		C		T		0.021		Splicing		.		B		15.96		.		.		.		.		.

		AD_1452		AD		chr4		83590286		T		C		0.026		Synonymous		.		B		8.534		.		.		.		.		.

		AD_1452		AD		chr4		86635395		T		C		0.041		Intronic		.		B		0.405		.		.		.		.		.

		AD_1452		AD		chr4		150220740		A		G		0.007375		Non-synonymous		.		P		21.3		.		.		.		.		.

		AD_1452		AD		chr5		141392870		G		T		0.035		Synonymous		.		B		12.51		.		.		.		.		.

		AD_1452		AD		chr5		149980355		T		C		0.018		Synonymous		.		B		12.44		.		.		.		.		.

		AD_1452		AD		chr6		39910047		C		T		0.047		Intronic		.		B		0.145		.		.		.		.		.

		AD_1452		AD		chr6		87590189		T		C		0.019		Synonymous		.		B		15.26		.		.		.		.		.

		AD_1452		AD		chr6		106667225		C		T		0.023		UTR		.		B		0.38		.		.		.		.		.

		AD_1452		AD		chr7		38384048		C		A		0.028		UTR		.		B		1.602		.		.		.		.		.

		AD_1452		AD		chr7		99547999		C		T		0.027		Non-synonymous		0.0000274		B		17.29		0.0355		0.002433244		0.062		0		0.516

		AD_1452		AD		chr7		127584891		C		T		0.013		Non-synonymous		0.00000409		P		23.9		.		.		.		.		.

		AD_1452		AD		chr8		3190175		G		A		0.03		Intronic		.		B		0.638		.		.		.		.		.

		AD_1452		AD		chr8		24914729		C		T		0.023		Synonymous		.		B		19.79		.		.		.		.		.

		AD_1452		AD		chr11		4070134		T		A		0.056		Non-synonymous		.		P		29.4		0.4397		0.206468498		0.985		0.998		0.349

		AD_1452		AD		chr11		17609930		G		A		0.044		Non-synonymous		0.0000312		B		0.95		0.0187		0.034617098		0.283		0.202		0.31

		AD_1452		AD		chr11		61840683		G		C		0.011		Non-synonymous		.		P		20.2		.		.		.		.		.

		AD_1452		AD		chr11		71928561		C		T		0.011		Non-synonymous		.		B		17.78		.		.		.		.		.

		AD_1452		AD		chr11		119097966		C		T		0.047		Non-synonymous		.		P		26.2		0.9394		0.722549842		1		0.999		0.869

		AD_1452		AD		chr12		2581790		T		C		0.042		Non-synonymous		.		P		26.5		.		.		.		.		.

		AD_1452		AD		chr12		10052572		A		G		0.024		Intronic		.		B		6.809		.		.		.		.		.

		AD_1452		AD		chr12		52697772		C		T		0.021		Non-synonymous		0.000138		B		8.955		.		.		.		.		.

		AD_1452		AD		chr12		57456629		G		T		0.048		Synonymous		.		B		16.01		.		.		.		.		.

		AD_1452		AD		chr12		71962586		T		A		0.035		Intronic		.		B		4.791		.		.		.		.		.

		AD_1452		AD		chr12		108292229		C		T		0.038		Non-synonymous		.		B		19.38		0.0387		0.004348762		0		0		0.531

		AD_1452		AD		chr16		20790626		G		T		0.028		Non-synonymous		.		P		38		.		.		.		.		.

		AD_1452		AD		chr17		15651889		A		T		0.025		UTR		.		B		10.14		.		.		.		.		.

		AD_1452		AD		chr17		68876399		A		G		0.022		Intronic		.		B		1.323		.		.		.		.		.

		AD_1452		AD		chr17		75629428		C		T		0.049		Synonymous		.		B		0.01		.		.		.		.		.

		AD_1452		AD		chr18		61507335		G		A		0.019		Intronic		.		B		3.392		.		.		.		.		.

		AD_1452		AD		chr19		2076911		G		A		0.019		Non-synonymous		0.00000813		P		22.4		.		.		.		.		.

		AD_1452		AD		chr19		2227192		G		A		0.032		Intronic		.		B		4.7		.		.		.		.		.

		AD_1452		AD		chr19		5456196		G		A		0.031		Synonymous		.		B		0.393		.		.		.		.		.

		AD_1452		AD		chr21		46003828		G		A		0.032		Non-synonymous		0.0000124		P		27.4		0.5954		0.261759638		1		0.87		0.598

		AD_1452		AD		chrX		12720923		C		T		0.033		Non-synonymous		.		B		14.86		.		.		.		.		.

		AD_1452		AD		chrX		17726888		G		C		0.029		Non-synonymous		.		P		22.9		0.1703		0.067813506		0.995		0.734		.

		AD_1452		AD		chrX		18931723		T		C		0.027		Non-synonymous		.		P		23.5		.		.		.		.		.

		AD_1452		AD		chrX		129793668		G		A		0.031		Non-synonymous		0.0000793		B		12.43		0.0633		0.334359324		0.004		0.434		.

		AD_1452		AD		chrX		145819660		G		A		0.053		UTR		.		B		0.485		.		.		.		.		.

		AD_1443		AD		chr1		54700378		G		A		0.094		Non-synonymous		.		P		21.4		0.0631		.		0.018		0.574		0.369

		AD_1443		AD		chr1		159858160		A		T		0.028		Non-synonymous		.		P		23		0.6217		0.184101442		0.999		0.997		0.867

		AD_1443		AD		chr1		214464778		C		T		0.051		Non-synonymous		.		P		27.1		0.6105		0.038881007		1		0.994		0.414

		AD_1443		AD		chr1		226895521		C		T		0.052		Non-synonymous		0.0000367		P		25.2		0.9884		0.642755814		1		1		.

		AD_1443		AD		chr2		85863472		C		T		0.048		Synonymous		.		B		5.997		.		.		.		.		.

		AD_1443		AD		chr2		216468027		C		T		0.063		Non-synonymous		0.000203		B		13.88		0.2223		0.042079766		0.017		0.925		.

		AD_1443		AD		chr3		62201555		G		T		0.048		Non-synonymous		.		P		25.8		.		.		.		.		.

		AD_1443		AD		chr3		69195081		C		T		0.091		Non-synonymous		0.00000406		B		17.57		0.3997		0.027152928		0.479		0.73		0.186

		AD_1443		AD		chr4		896637		T		G		0.017		Intronic		.		B		3.842		.		.		.		.		.

		AD_1443		AD		chr4		2238720		T		C		0.024		Synonymous		.		B		16.62		.		.		.		.		.

		AD_1443		AD		chr4		2250727		G		A		0.032		Intronic		.		B		2.602		.		.		.		.		.

		AD_1443		AD		chr5		148665547		G		A		0.045		Non-synonymous		0.00013		B		9.213		0.1314		0.002449542		.		.		0.276

		AD_1443		AD		chr5		179158942		G		A		0.055		Intronic		.		B		2.201		.		.		.		.		.

		AD_1443		AD		chr7		56106557		T		C		0.039		UTR		.		B		7.993		.		.		.		.		.

		AD_1443		AD		chr8		74705697		T		G		0.104		Intronic		.		B		18.6		.		.		.		.		.

		AD_1443		AD		chr8		144264988		G		A		0.045		Synonymous		.		B		14.16		.		.		.		.		.

		AD_1443		AD		chr9		77424183		C		T		0.071		Intronic		.		B		1.498		.		.		.		.		.

		AD_1443		AD		chr10		116269434		C		A		0.034		Intronic		.		B		15.32		.		.		.		.		.

		AD_1443		AD		chr11		108365425		G		A		0.043		Non-synonymous		0.00000406		P		31		0.6938		0.355738334		1		1		0.685

		AD_1443		AD		chr14		69352352		C		T		0.011		UTR		.		B		1.184		.		.		.		.		.

		AD_1443		AD		chr15		77043542		A		G		0.029		UTR		.		B		4.745		.		.		.		.		.

		AD_1443		AD		chr16		27494822		C		T		0.04		Non-synonymous		0.0000122		P		25		0.3678		0.054860839		1		1		0.663

		AD_1443		AD		chr16		70647040		G		A		0.059		Intronic		.		B		3.132		.		.		.		.		.

		AD_1443		AD		chr16		88657548		C		T		0.049		Synonymous		.		B		1.48		.		.		.		.		.

		AD_1443		AD		chr17		3573876		G		A		0.063		Synonymous		.		B		14.03		.		.		.		.		.

		AD_1443		AD		chr17		15259184		C		T		0.01		Non-synonymous		0.0000284		P		20.6		.		.		.		.		.

		AD_1443		AD		chr17		75889685		G		A		0.017		UTR		.		B		2.139		.		.		.		.		.

		AD_1443		AD		chr19		1083211		T		G		0.011		Non-synonymous		.		P		34		.		.		.		.		.

		AD_1443		AD		chr19		1821818		G		C		0.044		Intronic		.		B		0.649		.		.		.		.		.

		AD_1443		AD		chr19		7501315		T		C		0.016		Synonymous		.		B		17.26		.		.		.		.		.

		AD_1443		AD		chr19		16034809		A		G		0.037		Intronic		.		B		10.49		.		.		.		.		.

		AD_1443		AD		chr19		18906990		C		T		0.065		Non-synonymous		.		P		28.5		0.348		0.093495159		1		0.996		0.564

		AD_1443		AD		chr19		35851708		G		A		0.012		Intronic		.		B		2.872		.		.		.		.		.

		AD_1443		AD		chr19		41352959		C		T		0.018		Non-synonymous		0.000308		B		22.6		.		.		.		.		.

		AD_1443		AD		chr21		41741861		C		T		0.04		Synonymous		.		B		19.83		.		.		.		.		.

		AD_1443		AD		chr22		29729970		C		T		0.017		UTR		.		B		4.017		.		.		.		.		.

		AD_1443		AD		chrX		47797300		T		C		0.264		Intergenic		.		B		8.131		.		.		.		.		.

		AD_1443		AD		chrX		64044515		C		T		0.069		Intronic		.		B		6.657		.		.		.		.		.

		AD_1443		AD		chrX		72182000		C		T		0.047		Intronic		.		B		5.074		.		.		.		.		.

		AD_1454		AD		chr1		930255		G		A		0.027		Non-synonymous		.		P		23.2		.		.		.		.		.

		AD_1454		AD		chr1		37616634		G		C		0.011		Non-synonymous		.		P		22.7		.		.		.		.		.

		AD_1454		AD		chr1		156042146		C		G		0.012		Splicing		.		B		7.697		.		.		.		.		.

		AD_1454		AD		chr1		176081081		A		G		0.077		Intronic		.		B		1.45		.		.		.		.		.

		AD_1454		AD		chr1		230710203		G		C		0.018		Synonymous		.		B		2.65		.		.		.		.		.

		AD_1454		AD		chr1		233379475		C		T		0.016		Synonymous		.		B		0.516		.		.		.		.		.

		AD_1454		AD		chr2		43577099		C		T		0.02		Non-synonymous		.		P		40		.		.		.		.		.

		AD_1454		AD		chr2		207567496		G		T		0.033		Non-synonymous		.		P		37		.		.		.		.		.

		AD_1454		AD		chr2		227109055		C		T		0.102		Intronic		.		B		1.716		.		.		.		.		.

		AD_1454		AD		chr2		227814005		C		G		0.019		Intronic		.		B		1.312		.		.		.		.		.

		AD_1454		AD		chr3		12808328		G		A		0.017		Synonymous		.		B		10.46		.		.		.		.		.

		AD_1454		AD		chr3		37243192		C		G		0.009862		UTR		.		B		6.578		.		.		.		.		.

		AD_1454		AD		chr3		129566416		C		T		0.012		Intronic		.		B		3.391		.		.		.		.		.

		AD_1454		AD		chr3		182873961		T		G		0.012		Non-synonymous		.		P		21.5		.		.		.		.		.

		AD_1454		AD		chr4		48037220		T		C		0.011		UTR		.		B		5.484		.		.		.		.		.

		AD_1454		AD		chr4		53476854		G		A		0.021		Synonymous		.		B		6.342		.		.		.		.		.

		AD_1454		AD		chr4		82660907		C		T		0.016		Non-synonymous		0.0000447		B		0.054		.		.		.		.		.

		AD_1454		AD		chr4		150867736		C		G		0.012		Non-synonymous		.		P		26.3		.		.		.		.		.

		AD_1454		AD		chr5		5464025		C		G		0.078		Non-synonymous		.		P		35		.		.		.		.		.

		AD_1454		AD		chr6		26123900		G		A		0.069		Non-synonymous		.		P		24.3		0.0328		0.014739888		0.074		1		0.326

		AD_1454		AD		chr6		27824543		G		C		0.011		Intergenic		.		B		0.328		.		.		.		.		.

		AD_1454		AD		chr6		47009353		G		T		0.011		Synonymous		.		B		5.195		.		.		.		.		.

		AD_1454		AD		chr6		49692716		G		A		0.0075		UTR		.		B		3.582		.		.		.		.		.

		AD_1454		AD		chr6		129516167		C		T		0.028		Intronic		.		B		0.045		.		.		.		.		.

		AD_1454		AD		chr6		159251426		G		C		0.006462		Synonymous		.		B		1.275		.		.		.		.		.

		AD_1454		AD		chr7		1092252		G		A		0.016		Non-synonymous		.		P		25		.		.		.		.		.

		AD_1454		AD		chr7		28686214		A		C		0.016		Intronic		.		B		17.02		.		.		.		.		.

		AD_1454		AD		chr7		66640568		A		T		0.023		UTR		.		B		0.412		.		.		.		.		.

		AD_1454		AD		chr7		128843565		C		T		0.012		Synonymous		.		B		2.004		.		.		.		.		.

		AD_1454		AD		chr8		69576221		C		T		0.007564		Intronic		.		B		0.014		.		.		.		.		.

		AD_1454		AD		chr9		81994279		A		G		0.016		Non-synonymous		0.00000812		P		21		.		.		.		.		.

		AD_1454		AD		chr9		107487124		G		A		0.01		Non-synonymous		.		P		32		.		.		.		.		.

		AD_1454		AD		chr9		122897457		T		C		0.007557		Non-synonymous		0.00000813		P		24.2		.		.		.		.		.

		AD_1454		AD		chr10		17800716		T		C		0.054		UTR		.		B		2.504		.		.		.		.		.

		AD_1454		AD		chr10		37142065		G		A		0.039		Non-synonymous		.		B		13.8		0.0593		0.000895		0.805		0.876		0.255

		AD_1454		AD		chr10		133465055		G		A		0.009434		Intronic		.		B		0.557		.		.		.		.		.

		AD_1454		AD		chr11		33141804		T		C		0.008674		UTR		.		B		19.56		.		.		.		.		.

		AD_1454		AD		chr11		62271314		G		T		0.105		UTR		.		B		0.126		.		.		.		.		.

		AD_1454		AD		chr11		71960782		G		A		0.016		Non-synonymous		0.0000122		P		23.9		.		.		.		.		.

		AD_1454		AD		chr12		57474898		C		T		0.012		Non-synonymous		0.00000406		P		26.6		.		.		.		.		.

		AD_1454		AD		chr12		57609357		C		T		0.009524		UTR		.		B		12.63		.		.		.		.		.

		AD_1454		AD		chr12		74293724		G		A		0.072		Intronic		.		B		1.653		.		.		.		.		.

		AD_1454		AD		chr12		130478903		G		A		0.082		Intronic		.		B		1.395		.		.		.		.		.

		AD_1454		AD		chr13		77139294		T		A		0.008039		Non-synonymous		.		P		23		.		.		.		.		.

		AD_1454		AD		chr14		26447889		A		G		0.068		UTR		.		B		18.1		.		.		.		.		.

		AD_1454		AD		chr14		50977215		C		G		0.036		UTR		.		B		0.008		.		.		.		.		.

		AD_1454		AD		chr15		26583359		G		A		0.026		Non-synonymous		.		P		41		.		.		.		.		.

		AD_1454		AD		chr16		67285378		C		A		0.00905		Non-synonymous		.		P		22.5		.		.		.		.		.

		AD_1454		AD		chr16		71734614		G		A		0.01		Non-synonymous		.		P		47		.		.		.		.		.

		AD_1454		AD		chr16		89154902		G		A		0.018		UTR		.		B		2.798		.		.		.		.		.

		AD_1454		AD		chr17		21004947		T		A		0.019		Non-synonymous		.		P		21.1		.		.		.		.		.

		AD_1454		AD		chr17		75835785		G		T		0.009324		Splicing		.		B		3.692		.		.		.		.		.

		AD_1454		AD		chr18		23871512		C		T		0.011		Non-synonymous		0.0000366		P		26.5		.		.		.		.		.

		AD_1454		AD		chr18		79410897		C		T		0.016		Non-synonymous		.		P		25.9		.		.		.		.		.

		AD_1454		AD		chr19		17781868		G		A		0.031		Intronic		.		B		1.175		.		.		.		.		.

		AD_1454		AD		chr22		45972627		C		T		0.037		UTR		.		B		19.31		.		.		.		.		.

		AD_1454		AD		chrX		23399875		C		A		0.019		UTR		.		B		2.765		.		.		.		.		.

		AD_1454		AD		chrX		119088413		G		A		0.085		Synonymous		.		B		0.089		.		.		.		.		.

		AD_1455		AD		chr1		1298643		C		T		0.025		Non-synonymous		0.00000816		P		24.6		.		.		.		.		.

		AD_1455		AD		chr1		1915315		A		T		0.025		Splicing		.		B		0.309		.		.		.		.		.

		AD_1455		AD		chr1		24331616		C		T		0.026		Splicing		.		B		0.003		.		.		.		.		.

		AD_1455		AD		chr1		37537837		C		T		0.031		Non-synonymous		0.00000406		P		23		0.076		0.013099203		0.89		0.846		0.336

		AD_1455		AD		chr1		42849521		T		C		0.043		Intronic		.		B		3.067		.		.		.		.		.

		AD_1455		AD		chr1		50197302		C		T		0.057		Intronic		.		B		15.97		.		.		.		.		.

		AD_1455		AD		chr1		52381745		C		A		0.028		Non-synonymous		.		P		25.4		.		.		.		.		.

		AD_1455		AD		chr1		65434832		C		T		0.054		UTR		.		B		0.17		.		.		.		.		.

		AD_1455		AD		chr1		149884605		A		G		0.016		UTR		.		B		4.353		.		.		.		.		.

		AD_1455		AD		chr1		152760755		C		T		0.013		Synonymous		.		B		1.068		.		.		.		.		.

		AD_1455		AD		chr1		201853058		T		A		0.026		Synonymous		.		B		10.88		.		.		.		.		.

		AD_1455		AD		chr1		240491002		C		T		0.014		UTR		.		B		2.059		.		.		.		.		.

		AD_1455		AD		chr2		25243930		C		T		0.064		Non-synonymous		.		P		25.8		0.75		0.249027336		1		0.983		.

		AD_1455		AD		chr2		98559571		C		T		0.056		Intronic		.		B		0.223		.		.		.		.		.

		AD_1455		AD		chr2		178649886		C		T		0.046		Non-synonymous		.		P		23.1		0.1499		0.016618443		0.072		0.602		0.37

		AD_1455		AD		chr2		186761993		C		G		0.005675		Non-synonymous		.		B		17.6		.		.		.		.		.

		AD_1455		AD		chr2		219243008		G		A		0.049		Intronic		.		B		0.488		.		.		.		.		.

		AD_1455		AD		chr2		232528876		C		T		0.029		Non-synonymous		0.0000162		P		22.6		0.5224		0.306665608		0.971		0.993		0.638

		AD_1455		AD		chr3		45636160		G		C		0.026		Synonymous		.		B		19.35		.		.		.		.		.

		AD_1455		AD		chr3		46018311		A		G		0.038		UTR		.		B		14.09		.		.		.		.		.

		AD_1455		AD		chr3		49793601		G		T		0.042		Synonymous		.		B		5.662		.		.		.		.		.

		AD_1455		AD		chr3		50253158		A		G		0.021		Non-synonymous		.		B		20		.		.		.		.		.

		AD_1455		AD		chr3		88157572		G		A		0.068		UTR		.		B		0.302		.		.		.		.		.

		AD_1455		AD		chr3		183985438		C		T		0.009412		Synonymous		.		B		20.2		.		.		.		.		.

		AD_1455		AD		chr3		184386129		G		T		0.041		Non-synonymous		.		P		24.3		0.2723		0.060669519		1		1		0.512

		AD_1455		AD		chr3		195297194		G		A		0.041		Non-synonymous		.		P		40		.		.		.		.		.

		AD_1455		AD		chr4		1234935		C		G		0.013		UTR		.		B		1.479		.		.		.		.		.

		AD_1455		AD		chr4		65331879		G		T		0.035		UTR		.		B		8.641		.		.		.		.		.

		AD_1455		AD		chr4		109730026		G		A		0.042		UTR		.		B		12.87		.		.		.		.		.

		AD_1455		AD		chr4		140551726		C		A		0.017		UTR		.		B		1.088		.		.		.		.		.

		AD_1455		AD		chr4		147660953		C		T		0.024		Non-synonymous		.		P		21.4		.		.		.		.		.

		AD_1455		AD		chr4		168927266		T		A		0.036		UTR		.		B		2.972		.		.		.		.		.

		AD_1455		AD		chr6		116518940		A		G		0.021		UTR		.		B		3.582		.		.		.		.		.

		AD_1455		AD		chr6		134173137		C		T		0.015		Synonymous		.		B		13.8		.		.		.		.		.

		AD_1455		AD		chr7		5193036		A		C		0.028		Intronic		.		B		0.61		.		.		.		.		.

		AD_1455		AD		chr7		111123770		T		A		0.006345		Non-synonymous		.		P		25.4		.		.		.		.		.

		AD_1455		AD		chr8		133227716		C		T		0.018		UTR		.		B		0.106		.		.		.		.		.

		AD_1455		AD		chr9		36966467		C		T		0.048		Intronic		.		B		0.62		.		.		.		.		.

		AD_1455		AD		chr9		84871885		T		A		0.007156		UTR		.		B		19.37		.		.		.		.		.

		AD_1455		AD		chr9		88997526		A		G		0.02		UTR		.		B		8.513		.		.		.		.		.

		AD_1455		AD		chr9		127311663		C		T		0.007082		Non-synonymous		.		P		35		.		.		.		.		.

		AD_1455		AD		chr9		128753321		G		A		0.048		Non-synonymous		.		P		23.4		0.0478		0.011624327		1		0.814		0.358

		AD_1455		AD		chr11		4390150		G		A		0.009785		Non-synonymous		0.00000812		B		11.12		.		.		.		.		.

		AD_1455		AD		chr12		1788551		A		G		0.018		UTR		.		B		21.1		.		.		.		.		.

		AD_1455		AD		chr12		27389290		G		A		0.035		Non-synonymous		.		P		23.9		0.1549		0.004660768		0.698		0.759		0.493

		AD_1455		AD		chr12		126465721		A		G		0.013		Intronic		.		B		5.198		.		.		.		.		.

		AD_1455		AD		chr13		32764551		C		T		0.032		Non-synonymous		0.0000536		P		23.5		0.0799		0.004046157		0.391		0.997		.

		AD_1455		AD		chr13		49476753		C		A		0.011		Non-synonymous		.		P		22.3		.		.		.		.		.

		AD_1455		AD		chr14		20144170		G		A		0.041		Synonymous		.		B		0.234		.		.		.		.		.

		AD_1455		AD		chr14		70063867		A		T		0.026		Non-synonymous		.		P		22.1		.		.		.		.		.

		AD_1455		AD		chr14		96931423		G		A		0.005875		UTR		.		B		2.115		.		.		.		.		.

		AD_1455		AD		chr14		104174937		G		A		0.03		Intronic		.		B		0.23		.		.		.		.		.

		AD_1455		AD		chr15		52613796		C		T		0.01		Synonymous		.		B		8.608		.		.		.		.		.

		AD_1455		AD		chr15		57706634		T		C		0.01		UTR		.		B		8.776		.		.		.		.		.

		AD_1455		AD		chr15		75724345		G		A		0.029		Intronic		.		B		7.411		.		.		.		.		.

		AD_1455		AD		chr15		89900034		C		T		0.033		UTR		.		B		1.28		.		.		.		.		.

		AD_1455		AD		chr16		70646913		G		C		0.042		UTR		.		B		5.721		.		.		.		.		.

		AD_1455		AD		chr17		7258855		C		T		0.076		Synonymous		.		B		17.59		.		.		.		.		.

		AD_1455		AD		chr17		40170196		A		G		0.025		Intronic		.		B		1.448		.		.		.		.		.

		AD_1455		AD		chr17		42691368		C		T		0.012		Intronic		.		B		0.729		.		.		.		.		.

		AD_1455		AD		chr18		8784437		C		T		0.012		Non-synonymous		0.000317		B		17.92		.		.		.		.		.

		AD_1455		AD		chr19		34543503		G		A		0.048		Intronic		.		B		3.186		.		.		.		.		.

		AD_1455		AD		chr19		50858502		T		A		0.011		Synonymous		.		B		0.807		.		.		.		.		.

		AD_1455		AD		chr20		2863055		G		A		0.023		Intronic		.		B		11.03		.		.		.		.		.

		AD_1455		AD		chr20		42104502		C		A		0.066		Intronic		.		B		1.013		.		.		.		.		.

		AD_1455		AD		chrX		30854843		G		T		0.035		Non-synonymous		.		P		21		0.1257		0.014820092		0		0.607		0.18

		AD_1455		AD		chrX		31496979		T		A		0.036		Intronic		.		B		3.931		.		.		.		.		.

		AD_1455		AD		chrX		70043233		A		G		0.052		Synonymous		.		B		14.23		.		.		.		.		.

		AD_1455		AD		chrX		101390887		A		G		0.013		UTR		.		B		10.09		.		.		.		.		.

		AD_1440		AD		chr1		29516026		A		T		0.048		Intergenic		.		B		1.081		.		.		.		.		.

		AD_1440		AD		chr2		27254863		G		T		0.035		UTR		.		B		13.1		.		.		.		.		.

		AD_1440		AD		chr2		241240049		C		T		0.049		Non-synonymous		.		P		24.6		0.1644		0.015482617		0.889		0.993		0.639

		AD_1440		AD		chr6		145671262		G		A		0.108		Non-synonymous		.		B		1.464		.		.		.		.		.

		AD_1440		AD		chr9		710904		C		A		0.069		Synonymous		.		B		9.453		.		.		.		.		.

		AD_1440		AD		chr9		134767023		C		T		0.051		Synonymous		.		B		6.888		.		.		.		.		.

		AD_1440		AD		chr10		11959314		T		A		0.061		Non-synonymous		.		P		40		.		.		.		.		.

		AD_1440		AD		chr12		55637846		G		A		0.06		UTR		.		B		0.443		.		.		.		.		.

		AD_1440		AD		chr14		23258579		C		A		0.047		Non-synonymous		.		P		23		0.0553		0.002560943		.		0.742		0.471

		AD_1440		AD		chr17		60255170		C		A		0.055		Splicing		.		B		21.8		.		.		.		.		.

		AD_1440		AD		chr22		43237882		G		A		0.033		UTR		.		B		0.722		.		.		.		.		.

		AD_1440		AD		chrX		153647924		G		A		0.078		UTR		.		B		7.393		.		.		.		.		.

		AD_1440		AD		chrM		10265		T		C		0.068		Synonymous		.		B		.		.		.		.		.		.

		AD_1440		AD		chrM		10310		G		A		0.081		Synonymous		.		B		.		.		.		.		.		.

		AD_1453		AD		chr1		6142315		C		T		0.051		Non-synonymous		.		P		27.5		0.8587		0.47660847		1		0.996		0.776

		AD_1453		AD		chr1		8330705		C		T		0.035		Synonymous		.		B		13.88		.		.		.		.		.

		AD_1453		AD		chr1		99689229		T		C		0.009901		Synonymous		.		B		0.845		.		.		.		.		.

		AD_1453		AD		chr1		150663696		G		A		0.022		Non-synonymous		.		P		25.1		.		.		.		.		.

		AD_1453		AD		chr2		152652905		G		C		0.032		UTR		.		B		0.768		.		.		.		.		.

		AD_1453		AD		chr2		236194935		C		G		0.012		Synonymous		.		B		7.04		.		.		.		.		.

		AD_1453		AD		chr3		12351376		C		T		0.028		Intronic		.		B		14.36		.		.		.		.		.

		AD_1453		AD		chr3		122915532		G		C		0.028		Non-synonymous		.		P		27.7		0.1144		0.35727002		1		0.999		0.371

		AD_1453		AD		chr4		2250712		T		G		0.082		Intronic		.		B		1.345		.		.		.		.		.

		AD_1453		AD		chr4		3199691		G		A		0.025		Intronic		.		B		1.428		.		.		.		.		.

		AD_1453		AD		chr4		82818699		T		C		0.043		UTR		.		B		8.433		.		.		.		.		.

		AD_1453		AD		chr7		71787112		C		G		0.036		UTR		.		B		8.026		.		.		.		.		.

		AD_1453		AD		chr7		87418443		C		T		0.022		Intronic		.		B		1.949		.		.		.		.		.

		AD_1453		AD		chr7		127929276		G		A		0.007886		Non-synonymous		.		P		28.3		.		.		.		.		.

		AD_1453		AD		chr7		140097702		G		T		0.074		Intronic		.		B		1.006		.		.		.		.		.

		AD_1453		AD		chr8		91958102		C		G		0.068		UTR		.		B		4.14		.		.		.		.		.

		AD_1453		AD		chr8		143837438		G		A		0.011		Non-synonymous		.		P		20.3		.		.		.		.		.

		AD_1453		AD		chr9		84275835		G		A		0.045		UTR		.		B		5.442		.		.		.		.		.

		AD_1453		AD		chr9		101398742		T		A		0.025		Intergenic		.		B		1.279		.		.		.		.		.

		AD_1453		AD		chr9		114364673		C		T		0.034		Intronic		.		B		6.87		.		.		.		.		.

		AD_1453		AD		chr10		70299495		G		C		0.019		UTR		.		B		4.821		.		.		.		.		.

		AD_1453		AD		chr10		100054395		C		T		0.006562		Non-synonymous		0.0000285		B		15.49		.		.		.		.		.

		AD_1453		AD		chr10		100809194		G		A		0.022		Non-synonymous		.		P		25.4		.		.		.		.		.

		AD_1453		AD		chr10		132851341		C		T		0.016		Intronic		.		B		3.615		.		.		.		.		.

		AD_1453		AD		chr11		3762913		C		A		0.012		Non-synonymous		.		P		22.1		.		.		.		.		.

		AD_1453		AD		chr11		118322898		C		T		0.056		Intronic		.		B		0.283		.		.		.		.		.

		AD_1453		AD		chr12		49974470		C		T		0.01		Synonymous		.		B		18.56		.		.		.		.		.

		AD_1453		AD		chr12		53676448		G		T		0.014		UTR		.		B		7.761		.		.		.		.		.

		AD_1453		AD		chr12		70534851		C		T		0.023		Synonymous		.		B		17.78		.		.		.		.		.

		AD_1453		AD		chr12		122855271		C		T		0.065		Non-synonymous		0.0000082		P		25.7		0.2327		0.176221909		1		1		0.7

		AD_1453		AD		chr14		74261228		T		A		0.017		UTR		.		B		1.612		.		.		.		.		.

		AD_1453		AD		chr16		84091605		C		A		0.042		Intronic		.		B		3.843		.		.		.		.		.

		AD_1453		AD		chr17		48591615		T		A		0.05		UTR		.		B		4.555		.		.		.		.		.

		AD_1453		AD		chr19		38570742		G		A		0.115		Intronic		.		B		6.327		.		.		.		.		.

		AD_1453		AD		chr20		35346938		T		C		0.021		UTR		.		B		5.924		.		.		.		.		.

		AD_1453		AD		chr20		35470109		A		G		0.036		UTR		.		B		5.413		.		.		.		.		.

		AD_1453		AD		chr22		23164005		G		A		0.015		UTR		.		B		2.473		.		.		.		.		.

		AD_1453		AD		chrX		155066068		C		T		0.108		Intronic		.		B		21.5		.		.		.		.		.







non-AD_Blood

		SubjectID		Code		X.CHROM		POS		REF		ALT		BAF_Blood		Mutation_type		gnomAD_exomes_AF		Pathogenicity		CADD_phred_v1.4		MetaLR_score		M.CAP_score		Polyphen2_HDIV_score		1-SIFT_score		MutPred_score

		non-AD_1432		non-AD		chr1		46565161		G		A		0.022		Intronic		.		B		0.636		.		.		.		.		.

		non-AD_1432		non-AD		chr1		109235367		G		A		0.036		Non-synonymous		.		P		27.3		.		.		.		.		.

		non-AD_1432		non-AD		chr1		151368942		T		C		0.127		Intronic		.		B		0.144		.		.		.		.		.

		non-AD_1432		non-AD		chr1		226989985		G		T		0.087		UTR		.		B		21.4		.		.		.		.		.

		non-AD_1432		non-AD		chr2		84823999		G		A		0.036		Non-synonymous		.		B		14.65		.		.		.		.		.

		non-AD_1432		non-AD		chr2		109503520		C		T		0.318		UTR		.		B		1.227		.		.		.		.		.

		non-AD_1432		non-AD		chr2		121221270		A		C		0.086		UTR		.		B		1.394		.		.		.		.		.

		non-AD_1432		non-AD		chr2		219019594		G		A		0.04		Non-synonymous		0.0000325		P		29.1		0.0387		0.028478131		0.999		0.997		0.552

		non-AD_1432		non-AD		chr3		9448533		C		T		0.009302		Non-synonymous		.		P		22.6		.		.		.		.		.

		non-AD_1432		non-AD		chr3		47001726		G		A		0.008929		Non-synonymous		.		P		22		.		.		.		.		.

		non-AD_1432		non-AD		chr3		101853158		A		G		0.017		Non-synonymous		.		P		23		.		.		.		.		.

		non-AD_1432		non-AD		chr3		114001650		T		C		0.045		Non-synonymous		.		P		27.3		0.2019		0.024413654		0.992		0.992		0.155

		non-AD_1432		non-AD		chr3		123610288		C		T		0.132		UTR		.		B		1.622		.		.		.		.		.

		non-AD_1432		non-AD		chr3		139383255		C		T		0.024		Intronic		.		B		2.157		.		.		.		.		.

		non-AD_1432		non-AD		chr3		185821027		C		T		0.031		Non-synonymous		.		B		8.6		0.0658		0.009414765		0		0.965		0.211

		non-AD_1432		non-AD		chr4		76101098		C		T		0.015		Intronic		.		B		3.805		.		.		.		.		.

		non-AD_1432		non-AD		chr5		36227525		C		A		0.026		Non-synonymous		.		P		24.6		.		.		.		.		.

		non-AD_1432		non-AD		chr5		131985351		G		A		0.023		Intronic		.		B		1.47		.		.		.		.		.

		non-AD_1432		non-AD		chr5		141399332		C		G		0.027		Non-synonymous		.		P		23.5		.		.		.		.		.

		non-AD_1432		non-AD		chr6		144187268		T		A		0.008602		Non-synonymous		.		P		27.4		.		.		.		.		.

		non-AD_1432		non-AD		chr6		152385638		A		C		0.058		Intronic		.		B		6.64		.		.		.		.		.

		non-AD_1432		non-AD		chr6		165433069		A		G		0.032		Non-synonymous		.		P		26		0.4407		0.216802019		0.999		0.996		0.879

		non-AD_1432		non-AD		chr7		99297922		T		A		0.016		Intronic		.		B		14.84		.		.		.		.		.

		non-AD_1432		non-AD		chr8		10533113		G		T		0.033		Intronic		.		B		0.351		.		.		.		.		.

		non-AD_1432		non-AD		chr8		55524040		G		A		0.014		Non-synonymous		0.00000406		P		24.7		.		.		.		.		.

		non-AD_1432		non-AD		chr8		109275351		C		G		0.019		Non-synonymous		.		P		25.1		.		.		.		.		.

		non-AD_1432		non-AD		chr8		138751502		C		T		0.031		Non-synonymous		.		P		24.1		0.9904		0.117233401		1		0.986		0.963

		non-AD_1432		non-AD		chr9		27950558		G		A		0.051		Synonymous		.		B		10.88		.		.		.		.		.

		non-AD_1432		non-AD		chr9		130428432		C		T		0.04		Non-synonymous		0.0000505		P		26.5		0.8551		.		.		.		.

		non-AD_1432		non-AD		chr10		51697899		C		T		0.012		Non-synonymous		.		P		22.2		.		.		.		.		.

		non-AD_1432		non-AD		chr10		86718749		A		T		0.008929		Non-synonymous		.		P		34		.		.		.		.		.

		non-AD_1432		non-AD		chr10		103570793		C		T		0.028		Intronic		.		B		4.516		.		.		.		.		.

		non-AD_1432		non-AD		chr11		20937856		C		T		0.016		Synonymous		.		B		8.294		.		.		.		.		.

		non-AD_1432		non-AD		chr11		112070636		G		A		0.038		Synonymous		.		B		12.9		.		.		.		.		.

		non-AD_1432		non-AD		chr12		112228213		C		T		0.024		Non-synonymous		.		P		28		.		.		.		.		.

		non-AD_1432		non-AD		chr13		102640335		G		T		0.02		Non-synonymous		.		P		23.1		.		.		.		.		.

		non-AD_1432		non-AD		chr16		20985441		C		T		0.024		Non-synonymous		.		P		27		.		.		.		.		.

		non-AD_1432		non-AD		chr16		89933511		C		T		0.036		Synonymous		.		B		6.202		.		.		.		.		.

		non-AD_1432		non-AD		chr17		42686168		G		A		0.013		Intronic		.		B		2.135		.		.		.		.		.

		non-AD_1432		non-AD		chr17		60663015		G		A		0.046		Non-synonymous		.		P		39		.		.		.		.		.

		non-AD_1432		non-AD		chr19		6684704		G		C		0.021		Intronic		.		B		1.071		.		.		.		.		.

		non-AD_1432		non-AD		chr19		40556199		C		T		0.067		Non-synonymous		0.00000813		P		34		0.4392		0.126552228		1		1		0.563

		non-AD_1432		non-AD		chr20		34756218		C		T		0.033		Intronic		.		B		13.31		.		.		.		.		.

		non-AD_1432		non-AD		chr22		20242976		C		T		0.013		Non-synonymous		0.0000415		B		7.727		.		.		.		.		.

		non-AD_1432		non-AD		chrX		9033388		C		T		0.06		Intronic		.		B		2.115		.		.		.		.		.

		non-AD_1433		non-AD		chr1		1255373		G		T		0.008114		Non-synonymous		.		P		21.4		.		.		.		.		.

		non-AD_1433		non-AD		chr1		31764802		T		C		0.054		Non-synonymous		.		B		15.97		0.1171		.		.		1		0.824

		non-AD_1433		non-AD		chr1		37803957		C		T		0.097		Non-synonymous		0.00000813		B		14.05		0.0734		0.008809428		0.088		0.942		0.542

		non-AD_1433		non-AD		chr1		50582556		C		T		0.049		Intronic		.		B		0.742		.		.		.		.		.

		non-AD_1433		non-AD		chr1		52602382		C		T		0.065		UTR		.		B		11.74		.		.		.		.		.

		non-AD_1433		non-AD		chr1		75137161		C		T		0.086		Non-synonymous		.		P		22.8		0.3335		0.061475229		0.203		0.998		0.21

		non-AD_1433		non-AD		chr1		77918295		G		A		0.06		Intronic		.		B		3.087		.		.		.		.		.

		non-AD_1433		non-AD		chr1		145897162		C		T		0.039		Intronic		.		B		0.2		.		.		.		.		.

		non-AD_1433		non-AD		chr1		156596244		A		G		0.011		Intronic		.		B		5.592		.		.		.		.		.

		non-AD_1433		non-AD		chr1		186076583		C		T		0.037		Non-synonymous		.		B		18.52		0.1808		0.015435547		0.545		0.225		0.38

		non-AD_1433		non-AD		chr1		204455925		C		T		0.057		Non-synonymous		.		B		17.58		0.0807		0.012449903		0.688		0.274		0.688

		non-AD_1433		non-AD		chr1		207469594		G		A		0.045		Intronic		.		B		0.145		.		.		.		.		.

		non-AD_1433		non-AD		chr1		210675955		C		T		0.051		UTR		.		B		0.165		.		.		.		.		.

		non-AD_1433		non-AD		chr2		1632159		A		T		0.042		UTR		.		B		0.29		.		.		.		.		.

		non-AD_1433		non-AD		chr2		11593142		C		T		0.115		Intronic		.		B		1.416		.		.		.		.		.

		non-AD_1433		non-AD		chr2		25241695		A		G		0.016		Non-synonymous		.		P		32		.		.		.		.		.

		non-AD_1433		non-AD		chr2		95181776		C		T		0.052		Synonymous		.		B		0.135		.		.		.		.		.

		non-AD_1433		non-AD		chr2		101355349		G		A		0.00916		Non-synonymous		.		P		23.3		.		.		.		.		.

		non-AD_1433		non-AD		chr2		108099244		C		T		0.07		Intronic		.		B		6.356		.		.		.		.		.

		non-AD_1433		non-AD		chr2		147918494		A		G		0.023		Synonymous		.		B		12.9		.		.		.		.		.

		non-AD_1433		non-AD		chr2		229788797		C		G		0.005502		Non-synonymous		.		P		24		.		.		.		.		.

		non-AD_1433		non-AD		chr2		233519577		C		G		0.031		UTR		.		B		0.55		.		.		.		.		.

		non-AD_1433		non-AD		chr3		12915109		C		T		0.088		Non-synonymous		.		P		22.1		0.3641		0.165406845		0.938		0.992		.

		non-AD_1433		non-AD		chr3		53769879		G		T		0.045		Intronic		.		B		0.094		.		.		.		.		.

		non-AD_1433		non-AD		chr3		100850228		A		C		0.045		Intronic		.		B		6.793		.		.		.		.		.

		non-AD_1433		non-AD		chr3		122777805		G		A		0.035		Non-synonymous		.		P		36		.		.		.		.		.

		non-AD_1433		non-AD		chr3		122913413		C		T		0.049		Synonymous		.		B		7.073		.		.		.		.		.

		non-AD_1433		non-AD		chr3		138699023		C		T		0.03		Non-synonymous		.		P		29.7		0.3639		0.039839167		0.999		0.997		0.605

		non-AD_1433		non-AD		chr3		146104290		T		C		0.021		Non-synonymous		.		P		24.8		.		.		.		.		.

		non-AD_1433		non-AD		chr3		197010823		C		T		0.103		Intronic		.		B		0.042		.		.		.		.		.

		non-AD_1433		non-AD		chr4		3444984		C		T		0.027		Non-synonymous		.		P		22.3		.		.		.		.		.

		non-AD_1433		non-AD		chr4		20595739		C		T		0.011		Synonymous		.		B		3.28		.		.		.		.		.

		non-AD_1433		non-AD		chr4		26673840		G		C		0.058		Synonymous		.		B		7.737		.		.		.		.		.

		non-AD_1433		non-AD		chr4		42114937		C		T		0.079		UTR		.		B		0.012		.		.		.		.		.

		non-AD_1433		non-AD		chr4		43587909		C		T		0.1		Intronic		.		B		4.951		.		.		.		.		.

		non-AD_1433		non-AD		chr4		54100651		C		T		0.099		Non-synonymous		.		P		22.3		0.3609		0.517140861		0.997		0.897		0.419

		non-AD_1433		non-AD		chr4		76895948		C		T		0.029		Synonymous		.		B		15.96		.		.		.		.		.

		non-AD_1433		non-AD		chr4		95250426		G		A		0.041		Intronic		.		B		0.645		.		.		.		.		.

		non-AD_1433		non-AD		chr4		138166071		C		A		0.045		UTR		.		B		8.742		.		.		.		.		.

		non-AD_1433		non-AD		chr4		153636483		C		T		0.055		Synonymous		.		B		14.84		.		.		.		.		.

		non-AD_1433		non-AD		chr4		186621154		A		C		0.039		Non-synonymous		.		P		25.9		0.57		0.067504493		1		1		0.687

		non-AD_1433		non-AD		chr5		427991		C		A		0.102		Non-synonymous		.		B		16.18		0.1286		0.007894246		0.773		0.91		0.423

		non-AD_1433		non-AD		chr5		35857047		T		C		0.015		Non-synonymous		.		P		21.4		.		.		.		.		.

		non-AD_1433		non-AD		chr5		37114978		G		A		0.054		Non-synonymous		.		P		21.2		0.0631		0.005769992		0.336		0.97		.

		non-AD_1433		non-AD		chr5		40681792		G		A		0.04		Non-synonymous		.		P		32		0.6635		0.15576271		1		1		0.672

		non-AD_1433		non-AD		chr5		57482333		G		A		0.048		Synonymous		.		B		8.589		.		.		.		.		.

		non-AD_1433		non-AD		chr5		98794699		C		A		0.048		UTR		.		B		0.558		.		.		.		.		.

		non-AD_1433		non-AD		chr5		128335610		G		T		0.02		Intronic		.		B		0.101		.		.		.		.		.

		non-AD_1433		non-AD		chr5		158823363		G		A		0.068		Intronic		.		B		9.272		.		.		.		.		.

		non-AD_1433		non-AD		chr5		179077037		T		A		0.049		Intronic		.		B		4.071		.		.		.		.		.

		non-AD_1433		non-AD		chr6		7341342		C		T		0.064		Intronic		.		B		10.54		.		.		.		.		.

		non-AD_1433		non-AD		chr6		27133068		C		G		0.018		UTR		.		B		0.196		.		.		.		.		.

		non-AD_1433		non-AD		chr6		34133625		G		A		0.078		UTR		.		B		1.934		.		.		.		.		.

		non-AD_1433		non-AD		chr6		43438785		A		G		0.071		Non-synonymous		.		P		23.7		0.4862		0.077150966		0.214		0.888		0.558

		non-AD_1433		non-AD		chr6		51659609		G		A		0.041		Non-synonymous		.		P		20.5		0.1401		0.03991887		0.779		0		0.413

		non-AD_1433		non-AD		chr6		152310746		G		C		0.009709		Non-synonymous		.		P		21.7		.		.		.		.		.

		non-AD_1433		non-AD		chr7		5325207		C		T		0.06		Synonymous		.		B		0.042		.		.		.		.		.

		non-AD_1433		non-AD		chr7		7969026		G		A		0.024		UTR		.		B		13.9		.		.		.		.		.

		non-AD_1433		non-AD		chr7		44213318		C		T		0.01		UTR		.		B		0.915		.		.		.		.		.

		non-AD_1433		non-AD		chr7		82915213		G		C		0.096		Non-synonymous		.		P		31		0.1215		0.014427876		1		0.93		.

		non-AD_1433		non-AD		chr7		102248970		G		A		0.076		Synonymous		.		B		17.43		.		.		.		.		.

		non-AD_1433		non-AD		chr7		108057805		T		C		0.064		Intronic		.		B		0.351		.		.		.		.		.

		non-AD_1433		non-AD		chr8		38421758		C		T		0.076		Intronic		.		B		1.58		.		.		.		.		.

		non-AD_1433		non-AD		chr8		52939739		G		A		0.097		UTR		.		B		9.292		.		.		.		.		.

		non-AD_1433		non-AD		chr8		60822042		G		A		0.041		Non-synonymous		.		P		22.9		0.692		0.069014087		0.054		0.509		0.335

		non-AD_1433		non-AD		chr8		70159561		G		A		0.028		Synonymous		.		B		13.42		.		.		.		.		.

		non-AD_1433		non-AD		chr8		76865919		C		G		0.042		UTR		.		B		14.11		.		.		.		.		.

		non-AD_1433		non-AD		chr8		144412415		C		T		0.099		UTR		.		B		2.751		.		.		.		.		.

		non-AD_1433		non-AD		chr9		2718181		G		A		0.117		Non-synonymous		0.00000825		P		29.8		0.7575		0.433075323		1		0.999		.

		non-AD_1433		non-AD		chr9		8331605		A		T		0.051		Non-synonymous		.		P		23.1		0.0311		0.044743667		0.843		0.76		0.511

		non-AD_1433		non-AD		chr9		35074139		C		T		0.043		Non-synonymous		0.00000812		B		8.762		0.0577		0.007059843		0.001		0.245		.

		non-AD_1433		non-AD		chr9		36835854		G		A		0.072		UTR		.		B		6.418		.		.		.		.		.

		non-AD_1433		non-AD		chr9		138120845		G		A		0.028		Synonymous		.		B		1.31		.		.		.		.		.

		non-AD_1433		non-AD		chr10		49611211		C		T		0.11		Synonymous		.		B		19.91		.		.		.		.		.

		non-AD_1433		non-AD		chr10		62818619		G		A		0.078		UTR		.		B		21.1		.		.		.		.		.

		non-AD_1433		non-AD		chr10		95321964		A		T		0.128		Non-synonymous		.		B		19.85		0.0555		0.004049028		0.063		0.432		0.225

		non-AD_1433		non-AD		chr10		104051509		G		A		0.116		Synonymous		.		B		0.161		.		.		.		.		.

		non-AD_1433		non-AD		chr10		122210801		C		T		0.018		Non-synonymous		.		P		44		.		.		.		.		.

		non-AD_1433		non-AD		chr11		6002609		G		A		0.032		Synonymous		.		B		12.93		.		.		.		.		.

		non-AD_1433		non-AD		chr11		14486447		A		G		0.02		Synonymous		.		B		9.214		.		.		.		.		.

		non-AD_1433		non-AD		chr11		20669713		C		T		0.071		UTR		.		B		15.73		.		.		.		.		.

		non-AD_1433		non-AD		chr11		33699629		G		A		0.008897		Intronic		.		B		2.089		.		.		.		.		.

		non-AD_1433		non-AD		chr11		66691358		C		T		0.072		Non-synonymous		0.0000177		P		24.7		0.3989		0.050824972		1		0.986		0.682

		non-AD_1433		non-AD		chr11		76691626		C		T		0.058		Intronic		.		B		0.434		.		.		.		.		.

		non-AD_1433		non-AD		chr11		105966156		C		T		0.031		Intronic		.		B		0.821		.		.		.		.		.

		non-AD_1433		non-AD		chr11		114522413		T		A		0.009501		Non-synonymous		.		P		24.7		.		.		.		.		.

		non-AD_1433		non-AD		chr11		121146055		C		T		0.095		Synonymous		.		B		0.076		.		.		.		.		.

		non-AD_1433		non-AD		chr12		9115763		C		T		0.043		Non-synonymous		.		P		24.7		.		.		.		.		.

		non-AD_1433		non-AD		chr12		21023252		C		A		0.022		Non-synonymous		.		P		23.1		.		.		.		.		.

		non-AD_1433		non-AD		chr12		33439580		C		T		0.086		UTR		.		B		4.352		.		.		.		.		.

		non-AD_1433		non-AD		chr12		53181869		A		G		0.051		UTR		.		B		15.74		.		.		.		.		.

		non-AD_1433		non-AD		chr12		57737398		C		T		0.01		Synonymous		.		B		11.79		.		.		.		.		.

		non-AD_1433		non-AD		chr12		63150883		C		T		0.09		UTR		.		B		11.14		.		.		.		.		.

		non-AD_1433		non-AD		chr12		94224260		G		A		0.053		Non-synonymous		0.0000244		B		16.22		0.0178		0.01521843		0.002		0.855		0.604

		non-AD_1433		non-AD		chr12		109586620		C		G		0.051		Intronic		.		B		5.492		.		.		.		.		.

		non-AD_1433		non-AD		chr12		117174672		G		A		0.065		Non-synonymous		.		P		26.4		0.2456		0.040010746		1		0.988		0.448

		non-AD_1433		non-AD		chr12		118052634		A		C		0.04		Intronic		.		B		18.63		.		.		.		.		.

		non-AD_1433		non-AD		chr12		132050273		G		A		0.091		Intronic		.		B		0.008		.		.		.		.		.

		non-AD_1433		non-AD		chr13		36302425		C		G		0.022		UTR		.		B		0.498		.		.		.		.		.

		non-AD_1433		non-AD		chr13		52845821		G		A		0.038		Synonymous		.		B		14.58		.		.		.		.		.

		non-AD_1433		non-AD		chr13		96986930		T		C		0.02		Non-synonymous		.		P		25.7		.		.		.		.		.

		non-AD_1433		non-AD		chr14		52776413		T		G		0.033		UTR		.		B		3.735		.		.		.		.		.

		non-AD_1433		non-AD		chr14		61864363		G		A		0.013		Intronic		.		B		2.167		.		.		.		.		.

		non-AD_1433		non-AD		chr14		64218335		C		G		0.051		Intronic		.		B		0.879		.		.		.		.		.

		non-AD_1433		non-AD		chr14		71624090		T		C		0.083		Non-synonymous		.		P		27.5		0.8819		0.325445605		1		0.805		0.418

		non-AD_1433		non-AD		chr14		73955783		G		A		0.03		Intronic		.		B		2.809		.		.		.		.		.

		non-AD_1433		non-AD		chr14		77238672		C		T		0.048		Intronic		.		B		0.315		.		.		.		.		.

		non-AD_1433		non-AD		chr14		79861478		C		T		0.077		Synonymous		.		B		11.92		.		.		.		.		.

		non-AD_1433		non-AD		chr14		100884455		C		T		0.014		Non-synonymous		0.00000407		B		17.12		.		.		.		.		.

		non-AD_1433		non-AD		chr14		104887528		C		T		0.061		Non-synonymous		0.0000215		P		24.1		0.2263		0.757649163		1		0.998		0.246

		non-AD_1433		non-AD		chr15		40290714		A		C		0.077		Intronic		.		B		5.594		.		.		.		.		.

		non-AD_1433		non-AD		chr15		40370300		G		T		0.021		Synonymous		.		B		5.593		.		.		.		.		.

		non-AD_1433		non-AD		chr15		70882810		C		A		0.052		Synonymous		.		B		15.56		.		.		.		.		.

		non-AD_1433		non-AD		chr15		78193620		G		A		0.009107		Synonymous		.		B		9.022		.		.		.		.		.

		non-AD_1433		non-AD		chr15		81324057		C		T		0.136		Non-synonymous		0.0000315		P		21.2		0.3312		0.143948515		0.764		0.918		0.538

		non-AD_1433		non-AD		chr15		87872177		T		A		0.041		UTR		.		B		3.466		.		.		.		.		.

		non-AD_1433		non-AD		chr15		97397791		G		A		0.024		Intronic		.		B		0.83		.		.		.		.		.

		non-AD_1433		non-AD		chr16		2084268		C		T		0.072		Non-synonymous		0.0000381		B		13.29		0.3956		0.072538703		0.049		0.819		0.154

		non-AD_1433		non-AD		chr16		12911461		A		T		0.011		UTR		.		B		2.059		.		.		.		.		.

		non-AD_1433		non-AD		chr17		8321119		C		T		0.054		UTR		.		B		0.098		.		.		.		.		.

		non-AD_1433		non-AD		chr17		11632555		G		A		0.09		Intronic		.		B		0.396		.		.		.		.		.

		non-AD_1433		non-AD		chr17		12054994		G		A		0.066		Splicing		.		B		21.3		.		.		.		.		.

		non-AD_1433		non-AD		chr17		42713352		C		T		0.076		Non-synonymous		0.00000407		P		26.4		0.5586		0.239538139		0.998		0.988		0.303

		non-AD_1433		non-AD		chr17		47283484		G		A		0.121		Non-synonymous		.		P		26.2		0.8264		0.188067798		1		0.959		0.54

		non-AD_1433		non-AD		chr17		48728118		C		A		0.055		Non-synonymous		.		P		23.8		0.8745		0.172030285		0.993		0.999		0.395

		non-AD_1433		non-AD		chr17		49510435		C		T		0.096		Non-synonymous		0.000179		B		22.3		0.5412		0.222257254		0.997		0.966		.

		non-AD_1433		non-AD		chr17		49844092		G		A		0.072		Synonymous		.		B		19.29		.		.		.		.		.

		non-AD_1433		non-AD		chr17		58273667		G		A		0.007299		Splicing		.		B		15.87		.		.		.		.		.

		non-AD_1433		non-AD		chr17		74346500		C		A		0.083		Non-synonymous		.		P		25.1		0.6477		0.101281856		1		1		0.866

		non-AD_1433		non-AD		chr17		82036442		G		A		0.008475		Non-synonymous		.		P		25.8		.		.		.		.		.

		non-AD_1433		non-AD		chr18		6887168		G		A		0.049		Non-synonymous		0.00000813		P		21.6		0.0198		0.003608465		0		0.218		0.391

		non-AD_1433		non-AD		chr18		32213564		G		A		0.038		Splicing		.		B		21.2		.		.		.		.		.

		non-AD_1433		non-AD		chr19		5456136		C		A		0.067		Non-synonymous		.		P		22.1		0.0365		0.00910017		0.878		0.997		0.729

		non-AD_1433		non-AD		chr19		8490784		C		T		0.035		Intronic		.		B		1.716		.		.		.		.		.

		non-AD_1433		non-AD		chr19		8530359		T		G		0.058		Non-synonymous		.		P		22.6		0.0795		0.023608702		0.152		0.989		0.433

		non-AD_1433		non-AD		chr19		30443917		G		A		0.071		Non-synonymous		0.00000407		P		33		0.0444		0.020778868		1		0.952		.

		non-AD_1433		non-AD		chr19		39424384		G		A		0.007862		Non-synonymous		.		B		14.57		.		.		.		.		.

		non-AD_1433		non-AD		chr19		41331170		G		A		0.037		Non-synonymous		.		P		25.1		.		.		.		.		.

		non-AD_1433		non-AD		chr19		47457113		C		T		0.14		Non-synonymous		.		B		13.34		0.0329		0.048889409		0.003		0.367		0.396

		non-AD_1433		non-AD		chr19		49874552		G		C		0.056		UTR		.		B		3.403		.		.		.		.		.

		non-AD_1433		non-AD		chr19		49877769		C		T		0.041		UTR		.		B		9.834		.		.		.		.		.

		non-AD_1433		non-AD		chr19		53900381		A		G		0.014		Intronic		.		B		4.459		.		.		.		.		.

		non-AD_1433		non-AD		chr19		55661153		C		T		0.068		Synonymous		.		B		16.52		.		.		.		.		.

		non-AD_1433		non-AD		chr21		16071312		C		T		0.059		Intronic		.		B		17.84		.		.		.		.		.

		non-AD_1433		non-AD		chr22		21959670		C		T		0.08		Non-synonymous		.		P		27.6		0.3667		0.094217407		1		1		0.839

		non-AD_1433		non-AD		chr22		24219757		G		A		0.169		UTR		.		B		0.193		.		.		.		.		.

		non-AD_1433		non-AD		chr22		25895035		G		C		0.052		Intronic		.		B		1.765		.		.		.		.		.

		non-AD_1433		non-AD		chr22		36877714		C		G		0.019		Non-synonymous		.		B		0.317		.		.		.		.		.

		non-AD_1433		non-AD		chrX		10236467		G		A		0.079		UTR		.		B		1.106		.		.		.		.		.

		non-AD_1433		non-AD		chrX		17734880		G		A		0.034		UTR		.		B		16.74		.		.		.		.		.

		non-AD_1433		non-AD		chrX		29955346		G		A		0.048		Non-synonymous		.		P		42		.		.		.		.		.

		non-AD_1433		non-AD		chrX		41923032		C		T		0.106		UTR		.		B		21.1		.		.		.		.		.

		non-AD_1433		non-AD		chrX		73447453		C		T		0.018		Non-synonymous		.		B		12.27		.		.		.		.		.

		non-AD_1433		non-AD		chrX		78755322		T		A		0.065		Synonymous		.		B		11.68		.		.		.		.		.

		non-AD_1433		non-AD		chrX		80809002		G		A		0.104		Intronic		.		B		20.5		.		.		.		.		.

		non-AD_1433		non-AD		chrX		140783739		C		T		0.056		Non-synonymous		0.0000731		B		18.09		0.0838		0.01369546		0.999		0.25		.

		non-AD_1434		non-AD		chr2		113185716		C		T		0.031		UTR		.		B		4.652		.		.		.		.		.

		non-AD_1434		non-AD		chr3		73383954		G		A		0.008805		Non-synonymous		0.00000852		P		25.4		.		.		.		.		.

		non-AD_1434		non-AD		chr6		33771816		G		A		0.013		UTR		.		B		5.851		.		.		.		.		.

		non-AD_1434		non-AD		chr7		44884588		T		C		0.009722		Non-synonymous		0.00000406		P		34		.		.		.		.		.

		non-AD_1434		non-AD		chr9		130872035		C		T		0.013		Intronic		.		B		0.013		.		.		.		.		.

		non-AD_1434		non-AD		chr15		48201541		G		A		0.006068		Non-synonymous		0.0000674		P		23.4		.		.		.		.		.

		non-AD_1434		non-AD		chr15		91226320		T		C		0.011		Synonymous		.		B		8.09		.		.		.		.		.

		non-AD_1434		non-AD		chr16		11024846		G		A		0.022		Non-synonymous		.		P		22.2		.		.		.		.		.

		non-AD_1434		non-AD		chr16		87709425		C		T		0.009174		Synonymous		.		B		0.172		.		.		.		.		.

		non-AD_1434		non-AD		chr17		42845095		G		A		0.006667		Non-synonymous		0.0000082		P		24.2		.		.		.		.		.

		non-AD_1434		non-AD		chr19		9093683		G		A		0.007236		Non-synonymous		0.0000529		B		5.45		.		.		.		.		.

		non-AD_1434		non-AD		chr19		36997105		A		C		0.011		Non-synonymous		.		B		19.32		.		.		.		.		.

		non-AD_1434		non-AD		chr19		38403209		T		C		0.014		Non-synonymous		.		P		20.4		.		.		.		.		.

		non-AD_324		non-AD		chr2		73214198		G		A		0.011		Intergenic		.		B		7.413		.		.		.		.		.

		non-AD_324		non-AD		chr3		32128078		G		T		0.029		Non-synonymous		.		P		25.4		0.908		0.320365958		1		1		0.924

		non-AD_324		non-AD		chr3		193363280		G		A		0.012		Non-synonymous		0.0000163		B		9.637		.		.		.		.		.

		non-AD_324		non-AD		chr4		99651637		C		T		0.018		Synonymous		.		B		1.758		.		.		.		.		.

		non-AD_324		non-AD		chr5		177331703		C		T		0.02		UTR		.		B		0.778		.		.		.		.		.

		non-AD_324		non-AD		chr9		110465951		G		C		0.017		Non-synonymous		.		P		29.2		.		.		.		.		.

		non-AD_324		non-AD		chr9		133555578		C		A		0.029		Non-synonymous		.		B		5.336		.		.		.		.		.

		non-AD_324		non-AD		chr10		4998768		G		A		0.007958		Intronic		.		B		0.332		.		.		.		.		.

		non-AD_324		non-AD		chr10		119853044		C		T		0.014		Splicing		.		B		5.004		.		.		.		.		.

		non-AD_324		non-AD		chr11		65795152		C		T		0.016		Synonymous		.		B		17.26		.		.		.		.		.

		non-AD_324		non-AD		chr12		22458382		A		G		0.053		Intronic		.		B		18.11		.		.		.		.		.

		non-AD_324		non-AD		chr12		54241209		C		A		0.029		UTR		.		B		16.22		.		.		.		.		.

		non-AD_324		non-AD		chr14		65743890		G		A		0.043		UTR		.		B		0.419		.		.		.		.		.

		non-AD_324		non-AD		chr14		100874555		C		G		0.071		Intronic		.		B		18.21		.		.		.		.		.

		non-AD_324		non-AD		chr15		59689401		G		A		0.038		Non-synonymous		.		B		19.96		0.0689		0.003858254		.		0.91		0.211

		non-AD_324		non-AD		chr17		28248192		C		T		0.028		Intronic		.		B		0.873		.		.		.		.		.

		non-AD_324		non-AD		chr17		42680229		C		A		0.017		Non-synonymous		.		P		32		.		.		.		.		.

		non-AD_324		non-AD		chr19		15021466		G		A		0.025		Non-synonymous		.		B		16.83		0.0072		0.003772378		0.027		0.529		0.211

		non-AD_324		non-AD		chr19		19349247		G		C		0.007782		Intronic		.		B		7.916		.		.		.		.		.

		non-AD_324		non-AD		chr19		40807768		C		T		0.014		UTR		.		B		2.301		.		.		.		.		.

		non-AD_324		non-AD		chr19		57435572		C		A		0.052		UTR		.		B		8.616		.		.		.		.		.

		non-AD_324		non-AD		chr20		2838690		C		T		0.009488		Non-synonymous		0.0000284		P		22.7		.		.		.		.		.

		non-AD_331		non-AD		chr1		24156047		C		A		0.009434		UTR		.		B		0.17		.		.		.		.		.

		non-AD_331		non-AD		chr1		43243367		C		A		0.056		Splicing		.		B		2.61		.		.		.		.		.

		non-AD_331		non-AD		chr1		51147578		C		A		0.01		Non-synonymous		.		P		35		.		.		.		.		.

		non-AD_331		non-AD		chr1		51915421		C		T		0.171		UTR		.		B		2.021		.		.		.		.		.

		non-AD_331		non-AD		chr1		153149978		G		A		0.041		Non-synonymous		.		B		12.42		0.0209		0.009608597		0		.		0.151

		non-AD_331		non-AD		chr1		237770874		G		A		0.05		Synonymous		.		B		8.149		.		.		.		.		.

		non-AD_331		non-AD		chr2		241158649		C		A		0.049		Intronic		.		B		4.491		.		.		.		.		.

		non-AD_331		non-AD		chr3		49256169		G		T		0.038		Synonymous		.		B		13.6		.		.		.		.		.

		non-AD_331		non-AD		chr3		51386385		C		T		0.052		Intronic		.		B		0.931		.		.		.		.		.

		non-AD_331		non-AD		chr4		125320979		A		G		0.01		Non-synonymous		.		P		23.8		.		.		.		.		.

		non-AD_331		non-AD		chr4		169001778		G		C		0.068		UTR		.		B		2.8		.		.		.		.		.

		non-AD_331		non-AD		chr4		186274322		G		A		0.047		UTR		.		B		2.088		.		.		.		.		.

		non-AD_331		non-AD		chr5		181203109		A		C		0.133		Intronic		.		B		7.348		.		.		.		.		.

		non-AD_331		non-AD		chr7		30911950		T		C		0.042		Non-synonymous		.		P		25.6		0.7936		0.171771529		0.999		0.981		0.789

		non-AD_331		non-AD		chr7		155302249		A		G		0.035		Non-synonymous		.		P		25.1		.		.		.		.		.

		non-AD_331		non-AD		chr8		15764826		A		G		0.018		UTR		.		B		0.659		.		.		.		.		.

		non-AD_331		non-AD		chr9		3221426		C		A		0.052		UTR		.		B		12.79		.		.		.		.		.

		non-AD_331		non-AD		chr9		5468408		A		G		0.067		UTR		.		B		3.715		.		.		.		.		.

		non-AD_331		non-AD		chr9		37304293		A		G		0.045		Non-synonymous		0.0000163		P		26.8		0.2656		0.027243172		0.999		0.992		.

		non-AD_331		non-AD		chr9		92038464		T		G		0.03		Intronic		.		B		3.262		.		.		.		.		.

		non-AD_331		non-AD		chr11		4915663		T		G		0.039		Non-synonymous		.		P		20.1		0.0014		.		0.001		1		0.936

		non-AD_331		non-AD		chr11		58709744		T		A		0.013		UTR		.		B		1.339		.		.		.		.		.

		non-AD_331		non-AD		chr11		113699984		C		T		0.028		Non-synonymous		0.00000694		B		5.36		.		.		.		.		.

		non-AD_331		non-AD		chr11		125921281		G		A		0.044		Non-synonymous		.		P		34		0.8207		0.318483192		1		1		0.959

		non-AD_331		non-AD		chr12		56472803		C		A		0.011		UTR		.		B		1.548		.		.		.		.		.

		non-AD_331		non-AD		chr12		82930524		T		A		0.019		Non-synonymous		.		P		26.7		.		.		.		.		.

		non-AD_331		non-AD		chr13		48490069		C		T		0.023		UTR		.		B		9.328		.		.		.		.		.

		non-AD_331		non-AD		chr13		94710232		C		T		0.06		UTR		.		B		16.55		.		.		.		.		.

		non-AD_331		non-AD		chr14		102947717		A		G		0.056		Splicing		.		B		6.014		.		.		.		.		.

		non-AD_331		non-AD		chr14		105312823		G		A		0.028		Intronic		.		B		0.635		.		.		.		.		.

		non-AD_331		non-AD		chr15		60452920		C		G		0.065		UTR		.		B		12.94		.		.		.		.		.

		non-AD_331		non-AD		chr16		61817701		G		A		0.018		Non-synonymous		0.00000451		P		27		.		.		.		.		.

		non-AD_331		non-AD		chr17		10406181		G		A		0.016		Splicing		.		B		14.19		.		.		.		.		.

		non-AD_331		non-AD		chr17		18978830		C		T		0.037		Non-synonymous		.		P		25.9		0.0599		0.038653728		0.984		0.89		0.898

		non-AD_331		non-AD		chr17		49052805		A		C		0.019		UTR		.		B		11.58		.		.		.		.		.

		non-AD_331		non-AD		chr17		66884878		G		A		0.015		Intronic		.		B		0.071		.		.		.		.		.

		non-AD_331		non-AD		chr19		1438489		C		T		0.015		UTR		.		B		8.676		.		.		.		.		.

		non-AD_331		non-AD		chr19		2399012		C		A		0.014		Splicing		.		B		8.465		.		.		.		.		.

		non-AD_331		non-AD		chr19		15540548		G		A		0.038		Non-synonymous		0.0000569		B		18.35		0.1931		0.031106417		0.002		0.976		.

		non-AD_331		non-AD		chr19		29700131		G		A		0.039		UTR		.		B		1.188		.		.		.		.		.

		non-AD_331		non-AD		chr19		51594343		G		A		0.008119		Intergenic		.		B		2.524		.		.		.		.		.

		non-AD_331		non-AD		chr20		34929632		C		G		0.127		Intronic		.		B		7.135		.		.		.		.		.

		non-AD_331		non-AD		chr21		42437479		A		G		0.179		Intronic		.		B		7.032		.		.		.		.		.

		non-AD_331		non-AD		chr22		24417101		C		G		0.021		UTR		.		B		0.603		.		.		.		.		.

		non-AD_331		non-AD		chr22		41117685		C		A		0.012		Non-synonymous		.		P		23		.		.		.		.		.

		non-AD_331		non-AD		chrX		70258577		C		A		0.023		Non-synonymous		.		B		4.447		.		.		.		.		.

		non-AD_331		non-AD		chrX		111410166		C		T		0.032		Non-synonymous		.		P		29.5		0.9052		0.890439004		1		0.997		0.784

		non-AD_1435		non-AD		chr1		11788224		C		T		0.016		Synonymous		.		B		1.713		.		.		.		.		.

		non-AD_1435		non-AD		chr1		13513875		C		G		0.014		UTR		.		B		7.51		.		.		.		.		.

		non-AD_1435		non-AD		chr1		17000349		G		A		0.028		Intronic		.		B		2.395		.		.		.		.		.

		non-AD_1435		non-AD		chr1		35739427		G		A		0.014		Synonymous		.		B		9.622		.		.		.		.		.

		non-AD_1435		non-AD		chr1		40059438		A		G		0.006748		Non-synonymous		.		P		22.7		.		.		.		.		.

		non-AD_1435		non-AD		chr1		46340452		T		C		0.014		UTR		.		B		11.03		.		.		.		.		.

		non-AD_1435		non-AD		chr1		47765916		G		A		0.019		Non-synonymous		.		B		12.6		.		.		.		.		.

		non-AD_1435		non-AD		chr1		53080893		G		A		0.024		Intronic		.		B		1.122		.		.		.		.		.

		non-AD_1435		non-AD		chr1		62272177		T		C		0.014		UTR		.		B		3.96		.		.		.		.		.

		non-AD_1435		non-AD		chr1		86050126		G		A		0.012		Non-synonymous		0.0000976		P		24		.		.		.		.		.

		non-AD_1435		non-AD		chr1		116134797		G		A		0.022		UTR		.		B		0.852		.		.		.		.		.

		non-AD_1435		non-AD		chr1		116532537		G		A		0.033		Intronic		.		B		3.943		.		.		.		.		.

		non-AD_1435		non-AD		chr1		161230326		C		A		0.017		UTR		.		B		0.485		.		.		.		.		.

		non-AD_1435		non-AD		chr1		203347470		C		T		0.012		Synonymous		.		B		0.002		.		.		.		.		.

		non-AD_1435		non-AD		chr1		247531847		A		G		0.011		Non-synonymous		.		P		22.5		.		.		.		.		.

		non-AD_1435		non-AD		chr2		38298367		T		C		0.015		Non-synonymous		0.0000163		P		27.6		.		.		.		.		.

		non-AD_1435		non-AD		chr2		77519736		C		G		0.006842		Non-synonymous		0.0000122		P		20.5		.		.		.		.		.

		non-AD_1435		non-AD		chr2		133213761		G		A		0.013		Synonymous		.		B		12.09		.		.		.		.		.

		non-AD_1435		non-AD		chr2		182231130		T		C		0.026		Non-synonymous		.		P		23.5		.		.		.		.		.

		non-AD_1435		non-AD		chr2		219041611		A		G		0.03		Intergenic		.		B		3.343		.		.		.		.		.

		non-AD_1435		non-AD		chr2		235799523		G		A		0.012		Non-synonymous		.		P		25.5		.		.		.		.		.

		non-AD_1435		non-AD		chr3		342968		C		T		0.036		Intronic		.		B		13.89		.		.		.		.		.

		non-AD_1435		non-AD		chr3		42692268		G		A		0.016		UTR		.		B		0.64		.		.		.		.		.

		non-AD_1435		non-AD		chr3		73383450		G		A		0.026		Non-synonymous		.		P		28.8		0.3053		0.077528963		1		1		0.45

		non-AD_1435		non-AD		chr3		134603803		C		T		0.015		Non-synonymous		.		P		23.3		.		.		.		.		.

		non-AD_1435		non-AD		chr3		172448285		C		T		0.02		Synonymous		.		B		13.41		.		.		.		.		.

		non-AD_1435		non-AD		chr3		185630992		T		C		0.019		UTR		.		B		14.99		.		.		.		.		.

		non-AD_1435		non-AD		chr3		190657561		G		A		0.036		UTR		.		B		5.766		.		.		.		.		.

		non-AD_1435		non-AD		chr4		88121774		G		A		0.018		Non-synonymous		0.0000328		P		33		.		.		.		.		.

		non-AD_1435		non-AD		chr4		95148957		T		C		0.021		Intronic		.		B		0.18		.		.		.		.		.

		non-AD_1435		non-AD		chr4		125319250		G		A		0.00814		Non-synonymous		.		P		27.7		.		.		.		.		.

		non-AD_1435		non-AD		chr5		11564952		G		A		0.006345		Synonymous		.		B		8.928		.		.		.		.		.

		non-AD_1435		non-AD		chr5		108186081		T		C		0.049		Intronic		.		B		5.691		.		.		.		.		.

		non-AD_1435		non-AD		chr5		131385697		A		G		0.02		Intronic		.		B		1.18		.		.		.		.		.

		non-AD_1435		non-AD		chr5		151809400		A		G		0.018		UTR		.		B		1.59		.		.		.		.		.

		non-AD_1435		non-AD		chr6		51912475		C		T		0.015		Non-synonymous		.		P		22.1		.		.		.		.		.

		non-AD_1435		non-AD		chr6		110102054		T		C		0.024		Synonymous		.		B		0.364		.		.		.		.		.

		non-AD_1435		non-AD		chr7		94665896		T		A		0.023		UTR		.		B		10.77		.		.		.		.		.

		non-AD_1435		non-AD		chr7		132182175		G		A		0.008969		Synonymous		.		B		6.135		.		.		.		.		.

		non-AD_1435		non-AD		chr7		139567940		G		A		0.011		UTR		.		B		0.027		.		.		.		.		.

		non-AD_1435		non-AD		chr7		156676344		C		T		0.013		Non-synonymous		.		B		2.661		.		.		.		.		.

		non-AD_1435		non-AD		chr8		37599636		A		G		0.032		Intronic		.		B		6.693		.		.		.		.		.

		non-AD_1435		non-AD		chr8		38831176		T		A		0.021		Non-synonymous		.		B		13.83		.		.		.		.		.

		non-AD_1435		non-AD		chr8		123645896		C		T		0.026		Non-synonymous		0.0000122		P		23.3		0.2764		0.040794836		0.971		0.709		0.474

		non-AD_1435		non-AD		chr8		145003066		C		T		0.038		Intronic		.		B		8.025		.		.		.		.		.

		non-AD_1435		non-AD		chr9		15177757		C		T		0.009242		Non-synonymous		.		P		25.8		.		.		.		.		.

		non-AD_1435		non-AD		chr10		96370191		G		A		0.017		Synonymous		.		B		1.445		.		.		.		.		.

		non-AD_1435		non-AD		chr11		298632		C		T		0.029		Non-synonymous		0.0000734		B		8.427		.		.		.		.		.

		non-AD_1435		non-AD		chr11		15149013		G		C		0.015		Intronic		.		B		0.907		.		.		.		.		.

		non-AD_1435		non-AD		chr11		46695958		A		T		0.017		Intronic		.		B		2.796		.		.		.		.		.

		non-AD_1435		non-AD		chr11		61119292		G		A		0.014		Synonymous		.		B		11.18		.		.		.		.		.

		non-AD_1435		non-AD		chr11		117412368		G		A		0.02		UTR		.		B		0.935		.		.		.		.		.

		non-AD_1435		non-AD		chr11		117525013		C		G		0.036		Splicing		.		B		10.35		.		.		.		.		.

		non-AD_1435		non-AD		chr12		40527805		G		A		0.022		Intronic		.		B		1.965		.		.		.		.		.

		non-AD_1435		non-AD		chr12		78212579		A		C		0.018		UTR		.		B		16.44		.		.		.		.		.

		non-AD_1435		non-AD		chr12		112141011		A		C		0.013		Non-synonymous		.		B		18.43		.		.		.		.		.

		non-AD_1435		non-AD		chr13		23338867		T		C		0.053		Non-synonymous		.		P		26.2		0.8145		0.182285509		0.997		0.929		0.448

		non-AD_1435		non-AD		chr14		24269612		G		A		0.024		Synonymous		.		B		12.52		.		.		.		.		.

		non-AD_1435		non-AD		chr14		90875305		C		T		0.026		Non-synonymous		.		P		21.9		.		.		.		.		.

		non-AD_1435		non-AD		chr14		102907199		G		A		0.011		UTR		.		B		1.492		.		.		.		.		.

		non-AD_1435		non-AD		chr15		38699458		A		T		0.011		UTR		.		B		3.764		.		.		.		.		.

		non-AD_1435		non-AD		chr16		72108377		C		T		0.00664		Non-synonymous		0.00000406		P		32		.		.		.		.		.

		non-AD_1435		non-AD		chr16		84442599		G		C		0.065		Non-synonymous		0.00000813		P		31		0.9076		.		1		0.957		0.557

		non-AD_1435		non-AD		chr17		4960356		C		T		0.011		Intronic		.		B		0.425		.		.		.		.		.

		non-AD_1435		non-AD		chr19		8966038		C		G		0.00692		Non-synonymous		.		B		16.27		.		.		.		.		.

		non-AD_1435		non-AD		chr20		42076194		G		T		0.013		UTR		.		B		0.418		.		.		.		.		.

		non-AD_1435		non-AD		chr20		45648739		C		T		0.021		Non-synonymous		.		B		10.78		.		.		.		.		.

		non-AD_1435		non-AD		chr22		50278050		G		A		0.021		Intronic		.		B		0.03		.		.		.		.		.

		non-AD_1435		non-AD		chrX		40074393		G		A		0.03		Non-synonymous		.		P		23.1		0.0571		0.212467814		0.945		0.853		0.129

		non-AD_1435		non-AD		chrX		49250838		G		A		0.008174		UTR		.		B		3.374		.		.		.		.		.

		non-AD_1435		non-AD		chrX		149608653		C		T		0.065		Non-synonymous		.		P		23.8		0.1172		0.092299209		0.998		0.834		0.503

		non-AD_1435		non-AD		chrX		153784821		C		T		0.026		Synonymous		.		B		0.727		.		.		.		.		.








non-AD_Brain_Signatures

		Table R2: Detailed summary report of mutation signature analyses of non-AD brain, non-AD blood, and AD+non-AD brain from Mutalisk tool

		#####SIGNATURE DECOMPOSITION REPORT

		**NUM_MUTATIONS 132

		**MUT_SUBCLASSES AC>AA AC>AC AC>AG AC>AT CC>AA CC>AC CC>AG CC>AT GC>AA GC>AC GC>AG GC>AT TC>AA TC>AC TC>AG TC>AT AC>GA AC>GC AC>GG AC>GT CC>GA CC>GC CC>GG CC>GT GC>GA GC>GC GC>GG GC>GT TC>GA TC>GC TC>GG TC>GT AC>TA AC>TC AC>TG AC>TT CC>TA CC>TC CC>TG CC>TT GC>TA GC>TC GC>TG GC>TT TC>TA TC>TC TC>TG TC>TT AT>AA AT>AC AT>AG AT>AT CT>AA CT>AC CT>AG CT>AT GT>AA GT>AC GT>AG GT>AT TT>AA TT>AC TT>AG TT>AT AT>CA AT>CC AT>CG AT>CT CT>CA CT>CC CT>CG CT>CT GT>CA GT>CC GT>CG GT>CT TT>CA TT>CC TT>CG TT>CT AT>GA AT>GC AT>GG AT>GT CT>GA CT>GC CT>GG CT>GT GT>GA GT>GC GT>GG GT>GT TT>GA TT>GC TT>GG TT>GT

		**THIS_SPECTRUM 0.07576 0.00758 0.00758 0.0303 0.02273 0 0 0 0.03788 0.02273 0.04545 0.00758 0.00758 0.00758 0.02273 0.00758 0 0 0 0.00758 0 0 0 0 0 0 0 0 0 0 0.00758 0.00758 0.02273 0 0.08333 0 0.00758 0 0.07576 0.0303 0.0303 0.09091 0.08333 0.01515 0 0.00758 0.0303 0 0 0 0.00758 0 0 0 0.02273 0.00758 0 0 0.00758 0 0 0 0 0 0.00758 0.00758 0 0 0.00758 0.02273 0 0.03788 0.00758 0 0.01515 0 0 0 0 0.00758 0 0.0303 0 0 0 0 0 0.00758 0 0 0 0 0 0 0 0

		**THIS_SIGs_NUMBER 6

		**THIS_SIGs SBS1 SBS4 SBS12 SBS17a SBS23 SBS24

		**THIS_SIG_CONTRIBUTIONS 0.1623 0.37334 0.09758 0.04721 0.25361 0.06596

		**MAXLIK_SPECTRUM 0.01382 0.01371 0.00997 0.00941 0.01382 0 0 0 0.01554 0.02541 0.0222 0.01149 0.01361 0.02116 0.00776 0.01324 0 0 0 0.00134 0 0 0 0 0 0 0 0 0 0 0.00134 0.00168 0.00911 0 0.05333 0 0.00911 0 0.05333 0.00874 0.01661 0.05043 0.05732 0.02946 0 0.01396 0.01834 0 0 0 0.00395 0 0 0 0.01371 0.00724 0 0 0.00487 0 0 0 0 0 0.00684 0.00526 0 0 0.00535 0.01642 0 0.02488 0.00734 0 0.00617 0 0 0 0 0.00573 0 0.00022 0 0 0 0 0 0.00091 0 0 0 0 0 0 0 0

		**MAXLIK_RESIDUALS		 0.06193 -0.00614 -0.00239 0.0209 0.0089 0 0 0 0.02234 -0.00268 0.02325 -0.00392 -0.00604 -0.01358 0.01497 -0.00566 0 0 0 0.00624 0 0 0 0 0 0 0 0 0 0 0.00623 0.0059 0.01362 0 0.03001 0 -0.00153 0 0.02243 0.02156 0.0137 0.04048 0.02602 -0.01431 0 -0.00638 0.01196 0 0 0 0.00362 0 0 0 0.00902 0.00034 0 0 0.00271 0 0 0 0 0 0.00074 0.00231 0 0 0.00222 0.00631 0 0.013 0.00023 0 0.00898 0 0 0 0 0.00185 0 0.03008 0 0 0 0 0 0.00666 0 0 0 0 0 0 0 0

		**Goodness_of_fit		0.499

		**Cosine_Similarity		0.912





non-AD_Blood_Signatures

		#####SIGNATURE DECOMPOSITION REPORT

		**NUM_MUTATIONS 355

		**MUT_SUBCLASSES AC>AA AC>AC AC>AG AC>AT CC>AA CC>AC CC>AG CC>AT GC>AA GC>AC GC>AG GC>AT TC>AA TC>AC TC>AG TC>AT AC>GA AC>GC AC>GG AC>GT CC>GA CC>GC CC>GG CC>GT GC>GA GC>GC GC>GG GC>GT TC>GA TC>GC TC>GG TC>GT AC>TA AC>TC AC>TG AC>TT CC>TA CC>TC CC>TG CC>TT GC>TA GC>TC GC>TG GC>TT TC>TA TC>TC TC>TG TC>TT AT>AA AT>AC AT>AG AT>AT CT>AA CT>AC CT>AG CT>AT GT>AA GT>AC GT>AG GT>AT TT>AA TT>AC TT>AG TT>AT AT>CA AT>CC AT>CG AT>CT CT>CA CT>CC CT>CG CT>CT GT>CA GT>CC GT>CG GT>CT TT>CA TT>CC TT>CG TT>CT AT>GA AT>GC AT>GG AT>GT CT>GA CT>GC CT>GG CT>GT GT>GA GT>GC GT>GG GT>GT TT>GA TT>GC TT>GG TT>GT

		**THIS_SPECTRUM 0.00845 0.00845 0.00282 0 0 0 0.00282 0.00563 0.00845 0.01127 0.00845 0.01127 0.00845 0.00563 0.00845 0.00282 0.00563 0.00563 0 0.00563 0.00563 0.00282 0 0.01408 0 0.00282 0.00282 0.00563 0.00845 0.00563 0.00282 0.01408 0.02817 0.00845 0.10986 0.00845 0.01972 0.0338 0.07324 0.01972 0.02254 0.05915 0.08451 0.00845 0.02535 0.02817 0.07042 0.01127 0 0.00282 0.00563 0.00563 0.00282 0 0.01127 0.00282 0.00563 0.00282 0 0.00282 0 0 0 0.00563 0.01127 0.00845 0.01408 0.02254 0.00282 0.0169 0.00845 0 0.00845 0.00845 0.00563 0.00282 0 0.00282 0.00282 0.00845 0 0.00282 0.00282 0.00845 0 0.00282 0.00282 0 0 0.00282 0.00282 0.00282 0 0.00845 0 0.00563

		**THIS_SIGs_NUMBER 2

		**THIS_SIGs SBS1 SBS5

		**THIS_SIG_CONTRIBUTIONS 0.25843 0.74157

		**MAXLIK_SPECTRUM 0.00737 0.00773 0.00229 0 0 0 0.00229 0.00425 0.00842 0.00785 0.00465 0.00587 0.00505 0.00793 0.00313 0.0081 0.00633 0.00465 0 0.00636 0.00633 0.00465 0 0.00636 0 0.0052 0.00294 0.00578 0.00501 0.00629 0.00234 0.00815 0.02251 0.01496 0.0868 0.01471 0.02251 0.01496 0.0868 0.01471 0.01625 0.02203 0.09755 0.01598 0.01316 0.01893 0.04825 0.01347 0 0.0047 0.00571 0.00292 0.0018 0 0.0043 0.0029 0.00205 0.00242 0 0.00197 0 0 0 0.00435 0.01949 0.00896 0.02344 0.01843 0.00678 0.00848 0.01772 0 0.00797 0.00684 0.01127 0.00828 0 0.0068 0.00775 0.00917 0 0.00169 0.00489 0.00227 0 0.00361 0.00523 0 0 0.00141 0.00398 0.00142 0 0.00433 0 0.00642

		**MAXLIK_RESIDUALS		 0.00108 0.00072 0.00053 0 0 0 0.00053 0.00139 3e-05 0.00341 0.0038 0.0054 0.0034 -0.00229 0.00532 -0.00529 -7e-04 0.00099 0 -0.00073 -7e-04 -0.00183 0 0.00772 0 -0.00239 -0.00012 -0.00014 0.00344 -0.00066 0.00047 0.00593 0.00566 -0.00651 0.02306 -0.00625 -0.00279 0.01885 -0.01356 0.00501 0.00628 0.03712 -0.01304 -0.00753 0.01219 0.00924 0.02218 -0.0022 0 -0.00188 -8e-05 0.00272 0.00102 0 0.00696 -8e-05 0.00359 4e-04 0 0.00085 0 0 0 0.00128 -0.00822 -0.00051 -0.00935 0.00411 -0.00396 0.00842 -0.00927 0 0.00048 0.00161 -0.00564 -0.00546 0 -0.00398 -0.00493 -0.00072 0 0.00113 -0.00208 0.00618 0 -8e-04 -0.00241 0 0 0.00141 -0.00117 0.0014 0 0.00412 0 -0.00078

		**Goodness_of_fit		0.643

		**Cosine_Similarity		0.946





AD+non-AD_Brain_Signatures

		#####SIGNATURE DECOMPOSITION REPORT

		**NUM_MUTATIONS 728

		**MUT_SUBCLASSES AC>AA AC>AC AC>AG AC>AT CC>AA CC>AC CC>AG CC>AT GC>AA GC>AC GC>AG GC>AT TC>AA TC>AC TC>AG TC>AT AC>GA AC>GC AC>GG AC>GT CC>GA CC>GC CC>GG CC>GT GC>GA GC>GC GC>GG GC>GT TC>GA TC>GC TC>GG TC>GT AC>TA AC>TC AC>TG AC>TT CC>TA CC>TC CC>TG CC>TT GC>TA GC>TC GC>TG GC>TT TC>TA TC>TC TC>TG TC>TT AT>AA AT>AC AT>AG AT>AT CT>AA CT>AC CT>AG CT>AT GT>AA GT>AC GT>AG GT>AT TT>AA TT>AC TT>AG TT>AT AT>CA AT>CC AT>CG AT>CT CT>CA CT>CC CT>CG CT>CT GT>CA GT>CC GT>CG GT>CT TT>CA TT>CC TT>CG TT>CT AT>GA AT>GC AT>GG AT>GT CT>GA CT>GC CT>GG CT>GT GT>GA GT>GC GT>GG GT>GT TT>GA TT>GC TT>GG TT>GT

		**THIS_SPECTRUM 0.03846 0.00549 0.00824 0.01236 0.01923 0.00824 0.00687 0.00687 0.05769 0.01786 0.04533 0.02885 0.01511 0.00824 0.0206 0.00687 0.00137 0.00412 0.00137 0.00412 0 0.00137 0.00687 0.00275 0 0.00275 0.00137 0.00412 0.00275 0.00137 0.00275 0.00412 0.01099 0.00824 0.06456 0.00412 0.01648 0.01099 0.06868 0.02198 0.02747 0.08379 0.0783 0.01648 0.01099 0.02198 0.02885 0.01099 0 0.00275 0.00412 0.00275 0 0.00137 0.00687 0.00275 0.00137 0.00137 0.00137 0.00275 0.00275 0 0.00137 0.00275 0.00687 0.00412 0.01511 0.00824 0.00412 0.00549 0.00549 0.01786 0.00412 0.00275 0.00412 0.00137 0.00275 0.00549 0.00549 0.01099 0 0.00687 0 0 0 0 0.00137 0.00275 0 0.00137 0 0.00275 0.00137 0.00962 0 0.00275

		**THIS_SIGs_NUMBER 5

		**THIS_SIGs SBS1 SBS12 SBS18 SBS23 SBS24

		**THIS_SIG_CONTRIBUTIONS 0.18507 0.08522 0.24492 0.27007 0.21473

		**MAXLIK_SPECTRUM 0.01497 0.00888 0.00511 0.00728 0.01497 0.00888 0.00511 0.00728 0.03816 0.03519 0.03309 0.02666 0.01925 0.0212 0.00832 0.02698 0.00102 0.00146 0.00098 0.00137 0 0.00146 0.00098 0.00137 0 0.00185 0.00179 0.00104 0.00109 0.00246 0.00083 0.00169 0.0099 0.02333 0.06462 0.01036 0.0099 0.02333 0.06462 0.01036 0.02194 0.06075 0.07969 0.03412 0.00612 0.01637 0.02596 0.0071 0 0.00092 0.00118 0.00151 0 0.00169 0.00202 0.00142 0.00053 0.00118 0.00111 9e-04 0.00249 0 0.00087 0.00173 0.00539 0.00464 0.0068 0.00543 0.00356 0.00666 0.00583 0.00538 0.00626 0.00508 0.00578 0.00519 0.00583 0.00629 0.00437 0.00513 0 0.00044 0 0 0 0 0.00143 0.00164 0 0.00034 0 0.00077 0.00023 0.00092 0 0.00131

		**MAXLIK_RESIDUALS		 0.02349 -0.00339 0.00313 0.00508 0.00426 -0.00064 0.00176 -0.00041 0.01954 -0.01733 0.01224 0.00219 -0.00414 -0.01296 0.01229 -0.02011 0.00035 0.00266 0.00039 0.00275 0 -9e-05 0.00589 0.00137 0 9e-04 -0.00041 0.00308 0.00166 -0.00108 0.00191 0.00243 0.00109 -0.01509 -6e-05 -0.00624 0.00659 -0.01235 0.00406 0.01161 0.00554 0.02304 -0.0014 -0.01763 0.00486 0.00561 0.00289 0.00389 0 0.00183 0.00294 0.00124 0 -0.00032 0.00484 0.00133 0.00084 0.00019 0.00026 0.00185 0.00026 0 5e-04 0.00101 0.00148 -0.00052 0.00831 0.00281 0.00056 -0.00116 -0.00034 0.01248 -0.00214 -0.00233 -0.00166 -0.00382 -0.00308 -0.00079 0.00113 0.00586 0 0.00642 0 0 0 0 -6e-05 0.00111 0 0.00103 0 0.00198 0.00114 0.0087 0 0.00144

		**Goodness_of_fit		0.622

		**Cosine_Similarity		0.94





