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GRCh38 exclusions

GRCh38 exclusions
GENCODE Unmapped s10k
=NCODE Unmapped s10k
GENCODE Unmapped s50k
NCODE Unmapped s50k
GENCODE V48 (3 items filtered out)
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RefSeq genes from NCBI
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MANE Select Plus Clinical: Representative transcript from RefSeq & GENCODE
ACE2
Short Genetic Variants from dbSNP release 155
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Genetic Variants from dbSNP release 153
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Simple Nucleotide Polymorphisms (dbSNP 151) Found in >= 1% of Samples
15143079256 | rs233575]| 1s1514280|  rs4646170| 1s11374008|  rs4646153|  rs2316904| 1556700224 | r5971249| 154646135| 1s2023802|  rs4646123|  rs113009615|
154240157 rs4646168| 154646161 | 154646151 rs4646144|  rs1514279| rs2158083| 1s4646131|  rs4646127| rs4646119)|
rs41303171| rs4646177| rs2301692| 154646160 | 154646150 | 1s4646142|  rs4646140| 1s757066|  rs397686765| 1534481900 | 154646114 |
15233574| 154646176 15879922 | 154646159 rs138373349|  rs143102000|  rs4646138| rs2285666 1s768560726|  rs4646122|
1s781197701 | rs4646175| 15776944709 rs113691336| 1s4646148| 1572614598| 152048683 | 15397822493  rs4646121|
rs1514283| rs4646174|  rs11340646| rs4646158| rs2048684| rs4646141 | 154646134 | 1s4646129|  rs4646120|
rs1514282| 1s774381971| rs4646157 154646147 1S776459296|  rs138854040| rs6632677|  rs2106809|
rs1514281 | rs4646172| 154646156 | 1773423496 rs146122606| rs4646128|  rs1978124|
152074192| 154646171 | 1572614596 154646146 1s141554379|  rs4646118|
rs4646186| rs148805807 | rs4646155| rs4646145| rs137910448| rs4646113|
154646184 | 154646167 rs4646152| r$2316903 | 154646124|  rs4646112|
1s714205| rs2301693| 154646188 1$200217737|
154646182| 15769765211 154646143| rs111572878|
rs4646180| rs4646165| 5201424204 | rs185721534|
rs4646178| rs4646164| 15113208650
15111691073

1000 Genomes Utah CEPH Trio
1000 Genomes m004 Mexican Ancestry from Los Angeles Trio
1000 Genomes m011 Mexican Ancestry from Los Angeles Trio
1000 Genomes Puerto Ricans from Puerto Rico Trio
1000 Genomes Southern Han Chinese Trio
1000 Genomes Kinh in Ho Chi Minh City, Vietnam Trio
1000 Genomes Yoruban in Ibadan, Nigeria Trio
Gene Expression in 54 tissues from GTEx RNA-seq of 17382 samples, 948 donors (V8, Aug 2019)
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Alignments of Affymetrix Consensus/Exemplars from GNF1H

Alignments of Affymetrix Consensus/Exemplars from HG-U133

U133A:219962_at;
U133A:222257_s_at; w1
Alignments of Affymetrix Consensus/Exemplars from HG-U95
ENCODE Candidate Cis-Regulatory Elements (cCREs) combined from all cell types
ENCODE cCREs 1 [ | 1 ni
H3K27Ac Mark (Often Found Near Regulatory Elements) on 7 cell lines from ENCODE
Layered H3K27Ac

4 100 vertebrates Basewise Conservation by PhyloP
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Multiz Alignments of 100 Vertebrates
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