OomalwHee 3agaHue Ne2: noabop ycnosuu ans
obHapyxeHusa SNP metogom RFLP
1. Hantun no rs HoMmepy nonumopcdunam B 6a3e AaHHbIX

MNMpunoxeHna  MecTta Firefox ESR

dbSNP NCBI.

en BockpeceHbe, 20:45¢ T ) O

rs5743810 - SNP - NCBI - Mozilla Firefox - o x
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dbSNP SNP ~ rs5743810]| [ searcn |
Create alert Advanced Help
Variation Class Display Settings: ~ Summary, Sorted by SNP_ID Send to: ~ Filters: Manage Filters
snp
Annotation Search results Find related data =
Cited in PubMed
= Database: Select ~
PubMed Items: 4 _ Select v
nucleotide
protein o
structure [ | rs5743810 [Homo sapiens]
4 K
Function Class ATTTTTATCAGAACTCACCAGAGGT [C/T1CAACCTTACTGAATTTTACCCTCAA sSearch details N
missense
Chromosome: 4:38828729 rs5743810[All Fields]
Global MAF Gene: TLR6 (GeneView)
Custom range... Functional Consequence: missense
Validated: by 1000G,by cluster,by frequency
Validation Status Global MAF: A=0.1152/577
by-1000 Genomes HGVS: CMO000666.2:9.38828729A>G, NC_000004.11:9.38830350A>G,
by-cluster NC_000004.12:9.38828729A>G, NG_028087.1:9.33089T>C, NM_006068.2:c.745T>C, Search See more...
by-frequency NM_006068.3:c.745T>C, NM_006068.4:c.745T>C, NP_006059.2:p.Ser249Pro,
XP_005262693.1:p.Ser249Pro, XP_005262694.1:p.Ser249Pro,
Slaarish XP_011511914.1:p.Ser249Pro, XP_011511915.1:p.Ser249Pro, .
lear a =
e XP_011511916.1:p.Ser249Pro Recent activity
Show additional filters PubMed Turn Off  Clear
B Q_ rs5743810 (4)
|| rs17496037 has merged into rs5743810 [Homo sapiens]
2. Q_ SNP Links for Gene (Select 18) (8131)
ATTTTTATCAGAACTCACCAGAGGT[C/TICAACCTTACTGAATTTTACCCTCAA SNP
Chromosome: 4:38828729 3 7
Caries TLR6 (GeneView) B ABAT 4-an7|nobulyrate amlnotransferasg
i : mi [Homo sapiens] Gene
Functional Consequence: missense
Validated: by 1000G,by cluster,by frequency Q_ transaminase AND (alive[prop]) (12000)
Global MAF: A=0.1152/577 Ge
HGVS: CMO000666.2:9.38828729A>G, NC_000004.11:9.38830350A>G, 2 3
NC_000004.12:9.38828729A>G, NG_028087.1:9.33089T>C, NM_006068.2:c.745T>C, X SNP Links for Nucleotide (Select L
NM_006068.3:c.745T>C, NM_006068.4:c.745T>C, NP_006059.2:p.Ser249Pro, 568802081) (1811567) b
XP_005262693.1:p.Ser249Pro, XP_005262694.1:p.Ser249Pro,
XP_011511914.1:p.Ser249Pro, XP_011511915.1:p.Ser249Pro, Seemore...
XP_011511916.1:p.Ser249Pro
[ ] rs52796179 has merged into rs5743810 [Homo sapiens]
https://www.ncbi.nlm.nih.gov/projects/SNP/snp_ref.cgi?rs=5743810
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2. CkonunpoBaTb nocrnenoBaTesibHOCTb OKOJSO
nonnmopdcdunama SNP1250 HykneotnposB (B npumepe SNP

00o03Ha4eH Kak Y, T.e. Bapuauusa nupumuanHoB C/T) B
TekcToRKkIU chaun.

Mpunoxenna MecTa Firefox ESR en Bockpecetbe, 20:46® = ) O
Reference SNP (refSNP) Cluster Report: rs5743810 - Mozilla Firefox - = X
MeTopsi etekuun SNP | I X | & Reference SNP (refSNP) X | 3 Sci-Hub: yctpansas nperp X 2 All: polymorphism detec: X | RestrictionMapper Output x |+
&« c o @ & htt v.ncbi.nlm.nih.gov/projects/SN p-ref.cgi?rs=5 B | - @ 1| | Q Mouck v IN @O =
553022364805 ILLUMINA|MEGA_Consortium_v2_15070954_A2_4:38830350-AG-0_T_F_2299716402 rev/ AIG ttgagggtaaaattcagtaaggttg acctctggtgagttctgataaaz
553024869313 BIOINF_KMB_FNS_UNIBA|4.38828729A>G rev/ AIG ttgagggtaaaattcagtaaggttg acctctggtgagttctgataaae
553345650200 CSHL|rs5743810 rev/ AIG ttgagggtaaaattcagtaaggttg acctctggtgagttctgataaas
553425757970 TOPMED|TOPMed_freeze_57?chr4:38,828,729 rev/ AIG ttgagggtaaaattcagtaaggttg acctctggtgagttctgataaaz
[l Fasta sequence (Legend)
>gnl|dbSNP|rs5743810JallelePos=501|totalLen= )1|taxid=9606|snpclass=1 mol=Genomic|build
GACTTTCCCA TAACAGAATC CAGCTACTTG ATTTAAGTGT TTTCAAGTTC AACCAGGATT
TAGAATATTT GGATTTATCT CATAATCAGT TGCAAAAGAT ATCCTGCCAT CCTATTGTGA
GTTTCAGGCA TTTAGATCTC TCATTCAATG ATTTCAAGGC CCTGCCCATC TGTAAGGAAT
TTGGCAACTT ATCACAACTG AATTTCTTGG GATTGAGTGC TATGAAGCTG CAAAAATTAG
ATTTGCTGCC AATTGCTCAC TTGCATCTAA GTTATATCCT TCTGGATTTA AGAAATTATT
ATATAAAAGA AAATGAGACA GAAAGTCTAC AAATTCTGAA TGCAAAAACC CTTCACCTTG
TTTTTCACCC AACTAGTTTA TTCGCTATCC AAGTGAACAT ATCAGTTAAT ACTTTAGGGT
GCTTACAACT GACTAATATT AAATTGAATG ATGACAACTG TCAAGTTTTC ATTAAATTIT
TATCAGAACT CACCAGAGGT
5
CAACCTTACT GAATTTTACC CTCAACCACA TAGAAACGAC TTGGAAATGC CTGGTCAGAG
TCTTTCAATT TCTTTGGCCC AAACCTGTGG AATATCTCAA TATTTACAAT TTAACAATAA
TTGAAAGCAT TCGTGAAGAA GATTTTACTT ATTCTAAAAC GACATTGAAA GCATTGACAA
TAGAACATAT CACGAACCAA GTTTTTCTGT TCACAGAC AGCTTTGTAC ACCGTGTTTT
CTGAGATGAA CATTATGATG TTAACCATTT CAGATACACC TTTTATACAC ATGCTGTGTC
CTCATGCACC AAGCACATTC AAGTTTTTGA ACTTTACCCA GAACGTTTTC ACAGATAGTA
TTTTTGAAAA ATGTTCCACG TTAGTTAAAT TGGAGACACT TATCTTACAA AAGAATGGAT
TAAAAGACCT TTTCAAAGTA GGTCTCATGA CGAAGGATAT GCCTTCTTTG GAAATACTGG
ATGTTAGCTG GAATTCTTTG
.NCBI Resource Links
Submittel Blast Analy UniGene Cluster ID 3D structure mapping
GenBank 366986 NP_006059
NT_016297.15
[l Population Diversity (Alleles in RefSNP orientation) . See additional pop q y from 1 [here] Note: rs5743810 allele is reverse to the genome
Sample Ascertainment Genotype Detail Alleles
Individual Chrom. cic cIT T c T
ss# Population Group Sample Cnt. Source — A5 ALK HwWP s —
5116958760 YRI 2 IG 1.00000000 1.00000000
e —— I
551309284606 EAS 1008 AF 1.00000000
I
EUR 1006 AF 0.59149998 0.40849999
O
AFR 1322 AF 0.98339999 0.01660000
L
AMR 694 AF 0.81699997 0.18300000
]
AS 978 AF 0.98259997 0.01740000
—_
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3. Ha caunTte npoekTta RestrictionMapper BcTaBUTb B OKHO
dopmMbl nocrnepgoBaTeribHOCTbL SNPX250 HykneoTnaoB un
HaxaTtb Map Sites Ana noucka canToB pecTpukuumn (Ha
mecTe SNP yka3aTb KakOou-TO ero BapmaHT)

lMNpunoxeHna MecTa Firefox ESR en BockpeceHbe, 21:23 @ = W O

RestrictionMapper version 3 - Mozilla Firefox — L] x

MeTopbl getekuumn SNP | | X | & Reference SNP (refSNP) X | 35 Sci-Hub: ycTpaHas nperp X = All: polymorphism detect X | RestrictionMapper version 3 X | 4+

&« > C o (D # restrictionmapper.org e O W Q_ Mowuck N @

Welcome to RestrictionMapper - on line restriction mapping the easy way.

Maps sites for restriction enzymes, a.k.a. restriction endonucleases, in DNA sequences. Also does virtual digestion.

Conformation Include Sequence Info Menu
= Help : -
Circular (| Selectindividual Enzymes No non-base letters.
- = = Numbers and spaces OK.
EAQ Linear ® ll nzymes l P
arl
= What's New? Paste Sequence Here
e Aasl
Sortay. GACAGAAAGTCTACARATTCTG
= Code Aatl
Aatll TITTTCACCCAACTAGTTTATT
= Contact L R Aid COCTATCCAMGTGAACATATCA
GITAATACTTTAGGGTGCTTAC Map Sites
2. overhang Accll AACTGACTAATATTAAATTGAA B
= Automate TGATGACAACTGTCAA
RestrictionMapper ATJAAATTIITATCAGAACTCA Virtual Digest
3. name X All Commercial (® %‘;AQAQ&I
ey NEB only CAACCTTACTGAATITTACCCT Reset Form
Filter By .CA&QE&QAIAI_GAAA‘C\E%LCHGE
il . ) AAATGCCTGGTCAGAGTCTITTC
Dilution Calculator . 5' overhang ‘,: AATTTCTITTGGCCCAAACCTGT
Maximum Cuts § all v 3' overhang ¥
blunt (¥ Name your sequence
Minimum Site Length | 4 v Untitled

Prototypes Only '®
All Isoschizomers
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4. B nosBuBLUEMCSA OTYETE BbIOpaTb pecTpUKTasbl C
eAVHNYHbIM cauTom pa3spe3aHus (Cut Position) Heganeko ot
no3vumm SNP (251). BoinonHuTb Nn.3-4 ¢ anskTepHaTUBHbIM
BapunaHtoMm SNP n BbIOpaTb pecTpukrasy, y KOTOpoOn CauTt

y3HaBaHUA eCTb TOMbLKO Afis1 OOHOro U3 BapuaHTOB.

lNpunoxeHua MecTa Firefox ESR en BockpeceHbe, 21:24 @ = ) O
RestrictionMapper Output - Mozilla Firefox - L] x

MeTogbl geTekuum SNP | I X = Reference SNP (refSNFP) X | 3 Sci-Hub: ycTpaHas nper = All: polymorphism dete« RestrictionMapper Output x | +
& c @ restrictionmapper.org/cgi-bin/sitefind3.pl B | -~ @ % | Q MNowuck ¥ oIiNn @O =

Name: Untitled

Conformation: linear

Overhang: five prime, three prime, blunt

Minimum Site Length: 4 bases

Maximum Number of Cuts: all

Included: all commercial, prototypes only

Noncutters: Aarl, Aatll, Absl, Acil, Acll, Acyl, AflII, AfIIII, Agel, Ajul, Alfl, Alol, AlIwNI, Apal, ApalLl, Arsl, Ascl, Asull, Aval, Avall, Avrll, Bael, Ball,
BamHlI, Barl, Bbvl, BbvClI, Bccl, Begl, BeiVI, Bcell, Bfil, Bgll, Bglll, Bisl, Bpll, BpulOI, BsaAl, BsaBI, BsaXI, BsePI, BseRI, BseSI, BseYI, Bsgl, BspHI, BspMI,
Bsrl, BsrBI, BsrDI, BstEII, BtgZI, Btrl, Btsl, Cac8I, Cfrl, Cfr10I, Clal, CspCI, Dpnl, Drall, Dralll, Drdl, Ecil, Eco31I, Eco47III, Eco571, Eco57MI, EcoNI,
EcoP15I, EcoRI, EcoRV, Esp3l, Fall, Faul, FnudHI, FoklI, Fsel, FspAl, Glal, Gsul, Haell, Hgal, Hhal, HindII, HindIII, Hpal, Hpall, Hpy99I, Kpnl, Maell,
Maelll, MauBI, Mbol, Mfel, Mlul, Mmel, Msll, Mwol, Nael, Narl, Ncol, Ndel, Nhel, Nlalll, NlaIV, NmeAIIl, Notl, Nrul, Nspl, Olil, Pacl, Pasl, PflMI, Pfol,
PmacClI, Pmel, Ppil, PpuMlI, Psil, PI-Pspl, PspXI, Psrl, Pstl, Pvul, Pvull, Rsrll, Sacl, Sacll, Sall, SanDI, Sapl, Scal, PI-Scel, Sdul, SexAl, Sfil, Sgfl, SgrAl,
SgrDI, Smal, Smll, SnaBI, Sphl, Srfl, Sse8387I, Stul, Styl, Swal, Taql, Taqll, Taul, Tfil, Tsel, Tsol, Tsp45I, TspGWI, TspRI, Tstl, Tth111I, Vspl, Xbal, XcmlI,

Xhol, Xholl
| Name Sequence ]Site Length | Overhang |Fnequency Cut Positions
| Alul AGCT | 4 |  blunt | 1 473
| Haemn | GGCC | 4 |  blunt | 1 | 328
PshAl | GACNNNNGTC | 6 | blunt 1 | 207
Rsal GTAC 4 blunt 1 | 479
Xmnl GAANNNNTTC 6 blunt 1 378
Accl | GTMKAC | 6 five_prime I 76
| Bsmal | GTCTC ] 5 | five prime | 1 59
| Bsp1407I || TGTACA ] 6 | five prime | 1 | 477
[ EcoRI || CCWGG | 5 | five prime || 1 | 300
[ Hinfl GANTC 4 five_prime 1 309
Mael CTAG 4 five prime 1 123
Plel GAGTC ] 5 five prime || 1 | 317
| ScrF1 | CCNGG | 4 | five prime | 1 | 302
| sfaN1 | GCATC | 5 | five prime | 1 | 22
[ Sper | ACTAGT ‘1 6 [ ive nrime 1 [ 122
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5. 3anucaTtb B (pann Ha3BaHMe pecTpPUKTasbl U MECTO

pa3pe3aHusa gnga Heé (MHopmauma AOCTYMNHa, ecnu

Ha)XaTb Ha Ha3BaHUe peCcTPUKTa3bl Ha NpeAablayLiemM
aTane).

MNpunoxexHua MecTa Firefox ESR en BockpeceHbe, 20:50 @ = ) O

RJR REBASE Enz 166 - Avall - Mozilla Firefox — o x

MeTonpbl geTekuum SNP | I X = Reference SNP (refSNP) X | 3 Sci-Hub: ycTpaHsas nperp X = All: polymorphism detect X | I“ RJR REBASEEnz 166- A X | +
&« c o (0 rebase.neb.com/re
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home page...

E ®
R\E{sBASE Avall m———

Go
Type 1I restriction enzyme
subtype: P
Recognition Sequence:
G~GwCC

5' cldc we c.=

3 €C € W G3 G .5
REBASE Enz Num 166 ecntered Jan 1 1976 ... modified Oct 17 2016
Acronym: Ava
Prototype: Avall
Org #: 155 Related Enzymes:
Organism: Anabaena variabilis ATCC 27893 M.Avall
DNA name: chromosome Status of methylation sensitivity testing... Related References
Organism type: bacteria # sites on Site fr Y in sorted by date  in new window
Complete genome Adeno2: 73 View Genome for Avall... sorted by authors in new window
Organism source: ATCC 27893 (ATCC LINK) Zambstaszty DNA RNA hybrids... T P T T T Y S PR
Growth Temperature: 26 ° RNA duplexes... =
Experimental Evidence: biochemistry Single stranded DNA... Similar enzymes...
Exhibits star activity Combined report... Sequence Data:
Single-stranded cleavage: y Avall
Enzyme gene cloned Methylation Sensitivity..
Enzyme gene sequenced
Molecular Weight: 26127

REBASE HELP
Lists 10/13/2018

Dr. Richard ]. Roberts and Dana Macelis
http://frebase neb.com/rebase/enz/Avall html
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n
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MNMpeabiaywyo paboTy) ¢ TaKMM pacyeéToMm, YToObl amnnmnkoH coctasmun 300-400
HYKNeoTUaAoB, a pecTPUKLUA AaBaria ABa Kycka C COOTHoOLleHuem 2:3
I (npnbnuautenbHo). 3anncatb B hann nocreaoBaTeNbHOCTbL aMMJIMKOHA,

I 6. NMogoOGpaTtb K AaHHOM nocrnepoBaTtesibHOCTU (501 HyKneoTna) npanmepsbl (CM.

npanmepbl, UX TeMmnepaTypy nrnasrneHus, Temnepartypy orxura gns MNMLUP (cm.
COOTBETCTBYHOLLIEe 3aHATUE) U pparMeHTbl NOCre PecTPUKLUU

. SNP anga O3:
I 1). rs4833095

N

).

). rs5744168
). rs11096955
).
).

A~ W

rs11096956
rs4129009
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