Table of Polymorphisms - Susceptibility and Severity of Spike Protein Injury (SPI)

DNA Plasticity from Natural Vaccine effects on COVID-19.
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Location DNA Variant Allele Effects SNPedia & Outcomes
Polymorphism other Articles
Disequalibrium
SLC6A20, T-Cc/C* rs4767027 Reduced COVID-19  Biorxiv - Genetic Associated with
LZTFL1, susceptibility Variant critical illness -
CCR9, protective and decreased
FYCOL1, inherited from hospitalization
CXCR6 and Neanderthals risk 1
XCR1
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Location DNA Variant Allele Effects SNPedia & Outcomes
Polymorphism other Articles

Genetic protein
mechanisms of  injury/illness |
critical illness in

SPI.
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(LD) SNPedia, GWAS fibrosis, defeats
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Location DNA Variant Allele Effects SNPedia & Outcomes

Polymorphism other Articles

LZTFL1, hospitalized susceptibility |

CCR9,

FYCOL1,

CXCR6 and

XCR1

SLC6A20, Normals*® rs10490770 24K hospitalized of  Yes - higher Associated with

LZTFL1, 2M controls susceptibility to hospitalization |

CCR9, respiratory failure

FYCOL1,

CXCR6 and
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J Med 2020 Jun
17

LZTFL1 Normal rs11385942 Bad allele Yes - 3X
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ABO a-CC'® rs9411378 Good mutation - for ~ No - GWAS Blood group A
me, with blood type  located Chr9: associated with
0 133270015 COVID-19
positivity 1
ABO c-TT rs912805253  Bad for blood type ~ European Blood group O
A, protective for Journal of associated with
blood type O Medicine protection from
7/20/22 Host SPI 1
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Location DNA Variant Allele Effects SNPedia & Outcomes

Polymorphism other Articles
Analysis... Positive Tests |
medrxiv.org
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Intron Variant critical illness
severity |

ICAM5/TYK2 c-TC® rs1108572(7);  Good eBioMedicine -  Associated with

Normal (LD) Host genetic critical illness |
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TYK2 Normal®* rs74956615 Bad Regeneron - Associated with
Genome-wide severity|
analysis...

HLA-G GAP rs9380142 Bad Human Associated with

Normal® chr6: 29831017 Genomics - critical illness |

2152109069 -

IGV 0% [ =] [osamamanm | Q «mw [ ] - [EE0] - Le—

CCC T " 3 ——— WSO L TS

. e e
il
Your Genes

D

Refeq Genes

i

|
*rs74956615 -

3

IGV re= [0

=] [enneranzosionzoss | Q #ovp

() () D (57 @) e €

RITgee

037208

103172308 183170408

BT

aTgse TN

g

108
Your Genes|
]

vr-AAAAArAAAAchAcAAAAI.AAAcA-AA-YcAcrr-reAAA.r'rAAAAAAAAA-.A-AcA.rcrur-vArcrroA:.

ofRereeq

il




Location DNA Variant Allele Effects SNPedia & Outcomes
Polymorphism other Articles

Update on
Human Genetic
Susceptability to
SPI

CCHCR1 normal® rs143334143  Bad mutation Yes-1.9xrisk  Associated with
for becoming critical illness;
critically ill 1.9x risk.
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Location DNA Variant Allele Effects SNPedia & Outcomes
Polymorphism other Articles
TMPRSS2 normal® rs3787946 Good News - Medical ~ Connected to
Life Sciences thymus and
Dec 23, 2020 - adaptive
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Location DNA Variant Allele Effects SNPedia & Outcomes
Polymorphism other Articles

Replication of ~ severity - lowest P-
LZTFL1 gene  value |
region
susceptability
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Human Genetic
Susceptability
SPI

OAS1 c-TT® rs6489867 Bad Isaric.org - 1.3 ratio affecting
Genetic severity
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