Quick Start: SNV (genomic)
Reference is hg18 position is 7518131
event is SNV mutant allele is A

NCBI36 (hg18) ( Q! SNV (single nucleotide variation) w@

7519131 ( é’
4
@Staruheanalysis

@) Select the reference sequence

/ NCBI36 (hg18)
GRCh37 (hg19)
GRCh38 (hg38) > hg18

NM_000546.5 (RNA)

) Select SNV as a variation type (default option)

&) Enter the positon —> 7519131

() Enter the mutant allele —> A

&) Push Start

y

Input data

7519131 7519131 A

NG_017013.2:g17463G>A LRG._321t1:c524G>A pRIZ5H
LRG_321t2:c.524G>A
LRG_321t3:c524G>A

ChalZg 701248 1C A LRG_321t4:c524G>A
LRG._321t5:¢.128G>A

chr17:87578406G>A LRG_321t6:c.128G>A pRI75H
LRG_321t7:c.128G>A

LRG_321t8:c.407G>A
chr17:g.7675088G>A HCD I1I - DNA binding

pR175H

LRG_321p1:p.R175H
LRG_321p3:p.R175H
LRG_321p4:p.R175H
LRG_321p5:p.R43H
LRG_321p6:p.R43H
3428 LRG_321p7:p.R43H
LRG_321p8:p.R136H
N 9 LRG_321p9:p.R136H Comments
Missense_Mutation LRG_321p10:pR136H
LRG_321p11:p.R16H
Exonic mutation LRG_321p12:p.R16H Inactive
LRG_321p12:p.R16H

LoopL2

This single nucleotide variant is very frequent This substitution targets 12 TP53 isoforms

Damaging




Quick Start: SNV (cDNA)
Reference is NM_000546.5 (full Length RNA) position is 524
event is SNV mutant allele is A

NM_000546.5 (RNA) | Q! s SNV (single nucleotide variation)

Start the analysis l@

@) Select the reference sequence

NCBI36 (hg18)

GRCh37 (hg19)
GRCh38 (hg38) —> NM_000546.5

v NM_000546.5 (RNA)

) Select SNV as a variation type (default option)

&) Enter the positon —> 524

\Q? Enter the mutant allele —> A

@ Push Start

v

Input data
NM_000546.5 524

Full description according to LRG TP53 proteins

NG_017013.2:g.17463G>A LRG_321t1:c.524G>A p.R175H
LRG_321t2:c.524G>A
LRG_321t3:c.524G>A
LRG_321t4:c.524G>A
LRG_321t5:c.128G>A
chr17:g.7578406G>A LRG_321t6:c.128G>A pR175H

chr17:g.7519131G>A p.R175H

LRG_321t7:c.128G>A

LRG_321t8:c.407G>A
chr17:g.7675088G>A HCD |11 - DNA binding

LRG_321p1:p.R175H
LRG_321p3:p.R175H
LRG_321p4:p.R175H
LRG_321p5:p.R43H
LRG_321p6:p.R43H
3428 LRG_321p7:p.R43H
LRG_321p8:p.R136H
LRG_321p9:p.R136H
LRG_321p10:p.R136H

Loop L2

Missense_Mutation

LRG_321p11:p.R16H
LRG_321p12:p.R16H
LRG_321p12:p.R16H

This single nucleotide This substitution targets 12 TP53 isoforms

Damaging




Quick Start: deletion (genomic)
Reference is hg19 position is 7578223 to 7578222
event is Del of 2 nucleotides

0 Nomenclature of the TP53 gene goes backward

woren Q) °
7578223 ( é’ 7578222 ( t‘?

®

I
@ Start the analysis

@) Select the reference sequence

NCBI36 (hg18)

v GRCh37 (hg19) —> hg19
GRCh38 (hg38)
NM_000546.5 (RNA)

) Select Deletion as a variation type
<) Enter the start position of the deletion —> 7578223
() Enter the end position of the deletion —> 7578222

@ Deleted nucleotides are automatically displayed

() Push Start —> -

7519131 7519131 A

_ Full description according to LRG TP53 proteins

NG_017013.2:8.17463G>A LRG_321t1:c.524G>A p-R175H

LRG_321t2:c.524G>A

LRG_321t3:c.524G>A

LRG_321t4:c.524G>A

LRG_321t5:c.128G>A

chr17:g.7578406G>A LRG_321t6:c.128G>A p.R175H
LRG_321t7:c.128G>A

LRG_321t8:c.407G>A
chr17:g.7675088G>A HCD I11 - DNA binding

chr17:g.7519131G>A p-R175H

LRG_321p1:p.R175H
LRG_321p3:p.R175H
LRG_321p4:p.R175H
LRG_321p5:p.R43H
LRG_321p6:p.R43H
LRG_321p7:p.R43H
LRG_321p8:p.R136H
LRG_321p9:p.R136H Comments
LRG_321p10:p.R136H

LRG_321p11:p.R16H

Exonic mutation LRG_321p12:p.R16H Inactive

LRG_321p12:p.R16H

LoopL2

This single nucleotide variant is very frequent This substitution targets 12 TP53 isoforms

Damaging




Quick Start: deletion (cDNA)
Reference is NM_000546.5 (full Length RNA)  position is 529 to 546
event is Del of 18 nucleotides
0 Nomenclature of the TP53 cDNA goes forward

woren Q) °
7578223 ( é’ 7578222 ( t‘?

I
@ Start the analysis

@) Select the reference sequence

NCBI36 (hg18)
GRCh37 (hg19)

GRCh38 (hg38) —> N M_0005465

v NM_000546.5 (RNA)

@ Select Deletion as a variation type
) Enter the start position —> 529
() Enter the end position —> 546

6 Deleted nucleotides are automatically displayed

() Push Start —> -

7519131 7519131 A

_ Full description according to LRG TP53 proteins

NG_017013.2:8.17463G>A LRG_321t1:c.524G>A p-R175H

LRG_321t2:c.524G>A

LRG_321t3:c.524G>A

LRG_321t4:c.524G>A

LRG_321t5:c.128G>A

chr17:g.7578406G>A LRG_321t6:c.128G>A p.R175H
LRG_321t7:c.128G>A

LRG_321t8:c.407G>A
chr17:g.7675088G>A HCD I11 - DNA binding

chr17:g.7519131G>A p-R175H

LRG_321p1:p.R175H
LRG_321p3:p.R175H
LRG_321p4:p.R175H
LRG_321p5:p.R43H
LRG_321p6:p.R43H
LRG_321p7:p.R43H
LRG_321p8:p.R136H
LRG_321p9:p.R136H Comments
LRG_321p10:p.R136H

LRG_321p11:p.R16H

Exonic mutation LRG_321p12:p.R16H Inactive

LRG_321p12:p.R16H

LoopL2

This single nucleotide variant is very frequent This substitution targets 12 TP53 isoforms

Damaging




Quick Start: Insertion/deletion (genomic)
Reference is hg19 position is 7579580 to 7579577
event is deldins GTCGT

0 Nomenclature of the TP53 gene goes backward

GRCh37 (hg19) ( U Indel (insertion/deletion)

7579580 ( é’ 7579577

Positive :

( @ Start the analysis

@) Select the reference sequence

NCBI36 (hg18)

v GRCh37 (hg19) —> hg19
GRCh38 (hg38)
NM_000546.5 (RNA)

) Select Indel as a variation type
) Enter the start position of the deletion —> 7579580

&) Enter the end position of the deletion —> 7579577

(<) Enter the inserted nucleotides —> GTCGT

Check carefully the orientation of the inserted sequence as the nomenclature of the TP53 gene goes backward

) Push Start —>

Input data

7579580 7579577 CGTC GTCGT

Full description according to LRG TP53 proteins

NG_017013.2:8.16289_16292delinsGTCGT LRG_321t1:¢.107_110delinsGTCGT p.(P36Rfs*7)
LRG_321t2:.107_110delinsGTCGT
LRG_321t3:c.107_110delinsGTCGT
LRG_321t4:c.107_110delinsGTCGT
LRG_321t5:c-1047_-1044delinsGTCGT
chr17:g.7579580_7579577delinsGTCGT LRG_321t6:c-1047_-1044delinsGTCGT p.(P36Rfs*7)
LRG_321t7:c-1047_-1044delinsGTCGT

LRG_321t8:c-11_-8delinsGTCGT
chrl7:8.7676262_7676259delinsGTCGT Transactivation TAD1

chr17:g.7520305_7520302delinsGTCGT p.(P36Rfs*7)

LRG_321p1:p.(P36Rfs*7)
LRG_321p3:p.(P36Rfs*7)
LRG_321p4:p.(P36Rfs*7)

3

Comments

p(=)
LRG_321p10:p.(=)
LRG_321p11:p.(=)
Exonic mutation LRG_321p12:p.(=) The consequences of this complex indel are
LRG_321p12:p.(=) unknown; the activity of truncated TP53 is
assumed to be nil

Frameshift_Indel

This frameshift variant is not frequent

No prediction for frameshift mutation




Quick Start: Duplication (genomic)
Reference is hg19 position is 7579364 to 7579358

event is dupGTTTCCG
0 Nomenclature of the TP53 gene goes backward

oves @ =
7579364 ‘g 7579358 ‘(‘,

©

o
@ Start the analysis

@) Select the reference sequence

NCBI36 (hg18)
v GRCh37 (hg19) —> hg19

GRCh38 (hg38)

NM_000546.5 (RNA)

) Select Duplication as a variation type

.;é’f) Enter the start position of the duplicaton —> 7579364

&) Enter the end position of the duplication = —> 7579358

@ Duplicated nucleotides are automatically displayed —> GTTTCCG

Check carefully the orientation of the duplicated sequence as the nomenclature of the TP53 gene goes backward

() Push Start —>

Input data
7579358 GTTTCCG GTTTCCG

Full description according to LRG TP53 proteins

NG_017013.2:8.16505_16511dup LRG_321t1:c.323_329dup p.(L111Ffs*40)
LRG_321t2:c.323_329dup
LRG_3211t3:c.323_329dup
LRG_321t4:c.323_329dup
LRG_321t5:c-831_-825dup
chr17:g.7579364_7579358dupGTTTCCG < - - p.(L111Ffs*40)

chr17:g.7520089_7520083dupGTTTCCG p.(L111Ffs*40)

LRG_32118:c.206_212dup
chr17:g.7676046_7676040dupGTTTCCG DNA binding

LRG_321p1:p.(L111Ffs*40)
LRG_321p3:p.(L111Ffs*40)
LRG_321p4:p.(L111Ffs*40)
LRG_321p5:p.(=)
LRG_321pé:p.(=)
5 LRG_321p7:p.(=)
LRG_321p8:p.(L72Ffs*40)
LRG_321p9:p.(L72Ffs*40) Comments
LRG_321p10:p.(L72Ffs*40)
LRG_321p11:p.(=)
Exonic mutation LRG_321p12:p.(=) The activity of truncated p53 is assumed to be nil
LRG_321p12:p.(=)

Frame_Shift_Ins

This frameshift variant is frequent

No prediction for frameshift mutation




Quick Start: Duplication (cDNA)
Reference is NM_000546.5 (full Length RNA) position is 473 to 478
event is dupGTTTCCG

0 Nomenclature of the TP53 cDNA goes forward

NM_000546.5 (RNA) w]d O Duplication ( 6 s
O &)

®
I

@) Select the reference sequence

NCBI36 (hg18)

GRCh37 (hg19)
GRCh38 (hg38) —> NM_000546.5

v NM_000546.5 (RNA)

) Select Duplication as a variation type

.;é’f) Enter the start position of the duplicaton —> 473

) Enter the end position of the duplication —> 478

© Duplicated nucleotides are automatically displayed —> GCGCCA

Check carefully the orientation of the duplicated sequence as the nomenclature of the TP53 gene goes backward

() PushStart —>

NM_000546.5 473 478 GCGCCA GCGCCA

NG_017013.2:g.17412_17417dup LRG_321t1:c.473_478dup p-(A159_M160insSA)

LRG_321t2:c.473_478dup

LRG_321t3:c.473_478dup

LRG_321t4:c.473_478dup

LRG_321t5:c.77_82dup

chr17:.7578457_7578452dupGCGCCA LRG_321t6:c.77_82dup p.(A159_M160insSA)
LRG_321t7:c.77_82dup

LRG_321t8:c.356_361dup
chr17:g.7675139_7675134dupGCGCCA DNA binding

chr17:.7519182_7519177dupGCGCCA p-(A159_M160insSA)

LRG_321p1:p.(A159_M160insSA)
LRG_321p3:p.(A159_M160insSA)
LRG_321p4:p.(A159_M160insSA)
LRG_321p5:p.(A27_M28insSA)
LRG_321p6:p.(A27_M28insSA)

3 LRG_321p7:p.(A27_M28insSA)
LRG_321p8:p.(A120_M121insSA)

Beta Strand S4

LRG_321p9:p.(A120_M121insSA) Comments
LRG_321p10:p.(A120_M121insSA)

LRG_321p11:p.(M1?)

Exonic mutation LRG_321p12:p.(M1?) The consequences of this in-frame insertion are
LRG_321p12:p.(M1?) unknown

In_Frame_Ins

This frameshift variant is not frequent

No prediction for frameshift mutation




Quick Start: Insertion/deletion (cDNA)
Reference is NM_000546.5 (full Length RNA) position is 741 to 742
event is delCCinsTT
o Nomenclature of the TP53 cDNA goes forward

NM_000546.5 (RNA) ‘ Indel (insertion/deletion)

@b Select the reference sequence

NCBI36 (hg18)

GRCh37 (hg19)
GRCh38 (hg38) —> N M_000546.5

v NM_000546.5 (RNA)

) Select Indel as a variation type
) Enter the start position of the deletion —> 741

) Enter the end position of the deleton —> 742

5 ) Enter the inserted nucleotides —> TT

Check carefully the orientation of the inserted sequence

() Pushstart —>

741 742 T

NG_017013.2:g.18329_18330delinsTT LRG_321t1:c.741_742delinsTT p.(R248W)

LRG_321t2:c.741_742delinsTT

LRG_321t3:c.741_742delinsTT

LRG_321t4:c.741_742delinsTT p{R248W)

LRG_321t5:c.345_346delinsTT

chr17:g.7577540_7577539delCCinsTT LRG_321t6:c.345_346delinsTT p.(R248W)
LRG_321t7:c.345_346delinsTT

LRG_32118:c.624_625delinsTT
chr17:g.7674222_7674221delCCinsTT HCD IV - DNA binding

chr17:g.7518265_7518264delCCinsTT

LRG_321p1:p.(R248W)
LRG_321p3:p.(R248W) el
LRG_321p4:p.(R248W)
LRG_321p5:p.(R116W)
LRG_321p6:p.(R116W)
43 LRG_321p7:p.(R116W)
LRG_321p8:p.(R209W)
LRG_321p9:p.(R209W) Comments
LRG_321p10:p.(R209W)
LRG_321p11:p.(R89W)
Exonic mutation LRG_321p12:p.(R89W) No activity
LRG_321p12:p.(R89W)

Missense_Mutation

This frameshift variant is very frequent

No prediction for frameshift mutation




Quick Start: Insertion (genomic)
Reference is hg19 position is 7578223 to 7578222
event is Ins of 1 nucleotide (G)

0 Nomenclature of the TP53 gene goes backward

GRCh37 (hg19) ( Insertion

7579585

Positive

@ Start the analysis

A! Select the reference sequence

NCBI36 (hg18)

v GRCh37 (hg19) —> hg19
GRCh38 (hg38)
NM_000546.5 (RNA)

) Select Insertion as a variation type
) Enter the start position —> 7579585

® End position is automatically displayed —> 7579584

@ Enter the inserted nucleotides — G

Check carefully the orientation of the inserted sequence as the nomenclature of the TP53 gene goes backward

() Push Start —>

7579585 7579584 (¢]

Full description according to LRG TP53 proteins

NG_017013.2:g.16284_16285insG LRG_321t1:c.102_103insG p.(L35Vfs*8)

LRG_321t2:c.102_103insG

LRG_321t3:c.102_103insG

LRG_321t4:c.102_103insG

LRG_321t5:c-1052_-1051insG

chr17:g.7579585_7579584insG LRG_321t6:c-1052_-1051insG p.(L35Vfs*8)
LRG_321t7:c-1052_-1051insG

LRG_321t8:c-16_-15insG
chr17:8.7676267_7676266insG Transactivation TAD1

chr17:¢.7520310_7520309insG p.(L35Vfs*8)

LRG_321p1:p.(L35Vfs*8)
LRG_321p3:p.(L35Vfs*8)
LRG_321p4:p.(L35Vfs*8)
LRG_321p5:p.(=)
LRG_321pé:p.(=)
4 LRG_321p7:p.(=)
LRG_321p8:p.(=)
LRG_321p%:p.(=) Comments
LRG_321p10:p.(=)
LRG_321p11:p.(=)
Exonic mutation LRG_321p12:p.(=) The activity of truncated p53 is assumed to be nil
LRG_321p12:p.(=)

Frame_Shift_Ins

This frameshift variant is not frequent

No prediction for frameshift mutation




Quick Start: Insertion (cDNA)
Reference is NM_000546.5 (full Length RNA) position is 328 to 329
event is Ins of 5 nucleotides (AAACC)

0 Nomenclature of the TP53 cDNA goes forward

NM_000546.5 (RNA) ‘ Insertion

@) Select the reference sequence

NCBI36 (hg18)

GRCh37 (hg19)
GRCh38 (hg38) —> N M_000546. 5

v NM_000546.5 (RNA)

@ Select Insertion as a variation type

) Enter the start position —> 328
0 End position is automatically displayed —> 329

:) Enter the inserted nucleotides —> AAACC

Check carefully the orientation of the inserted sequence

() Push Start —> e

NM_000546.5 328 329 AAACC

_ Full description according to LRG TP53 proteins

NG_017013.2:g.16510_16511insAAACC LRG_321t1:c.328_329insAAACC p.(R110Qfs*15)
LRG_321t2:c.328_329insAAACC

LRG._3213:.328_329insAAACC
chr17:g7520084. 7520083insAAACC 1t i p.(R110Qfs*15)

chr17:8.7579359_7579358insAAACC . :C in: p.(R110Qfs*15)

% K in:
LRG_321t8:c.211_212insAAACC
chr17:8.7676041_7676040insAAACC DNA binding

LRG_321p1:p.(R110Qfs*15;
S ) Beta Strand S1

LRG_321p5:p.(=)

LRG_321pé:p.(=)
LRG_321p7:p.(=)
LRG_321p8:p.(R71Qfs*15)

LRG_321p3:p.(R110Qfs*15)
N <o
2

LRG_321p9:p.(R71Qfs*15) Comments

LRG_321p10:p.(R71Qfs*15)

LRG_321p11:p.(=)

Exonic mutation LRG_321p12:p.(=) The activity of truncated p53 is assumed to be nil
LRG_321p12:p.(=)

Frame_Shift_Ins

No prediction for frameshift mutation




