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. . ® O Ferret v2.1.1
Additional settlngs: Ferret | Help
- Genome version Locus Variant
- Output format P . s P
. 1@ HLA-C O ' L'/)
- Frequency filter neut gene(s) @) ‘ onee Tofesdedse =@ Input flexibility:
Input gene as: @ Name ID o
Output frequencies from the Exome Sequencing Project B EOCUS pOSlthl’l
- Gene
All Populations Africans Americans _ Variant ID
ALL All Populations (n=2,504) AFR All Africans (n=661) AMR All Americans (n=347)
ACB African Caribbean (n=96) CLM Colombian (n=94)
ASW African American (n=61) MXL Mexican American (h=64)
ESN Esan (n=99) PEL Peruvian (n=85)
GWD Gambian (n=113) PUR Puerto Rican (n=104)
LWK Luhya (n=99)
MSL Mende (n=85)
YRI Yoruba (n=108)
East Asians Europeans South Asians
EAS All East Asians (n=504) EUR All Europeans (n=503) SAS All South Asians (n=489)
CDX Dai Chinese (n=93) CEU CEPH (n=99) BEB Bengali (n=86)
CHB Han Chinese (n=103) GBR British (n=91) GIH Gujarati Indian (n=103)
CHS Southern Han Chinese (n=105) FIN Finnish (n=99) ITU Indian Telugu (n=102)
JPT Japanese (n=104) IBS Spanish (n=107) PJL Punjabi (n=96)
KHV Kinh Vietnamese (n=99) TSI Tuscan (n=107) STU Sri Lankan Tamil (n=102)
CHD Denver Chinese (n=0)
Browse File Location: /Users/limou-s/HLA-C_Eur
Retrieve 1000 Genomes Project data
(and optionally Exome Sequencing Project -ESP- data)
1map file ped file info file frq file
‘ Y a : ' Allele frequency file
: : : NB_1KG_ 1KG_A1 ESP6500_EA ESP6500_AA
PLINK files HaploView files CHR VARIANT POS A1 A2 CHR FREQ A1 FREQ A1 FREQ
can be merged with data visualization, LD 6  rs1065711 31236853 G A 1006 01213 | .
user’s dataset, etc. pattern, haplotypes, 6 rs1049853 31236900 G A 1006  0.8867 0.8726 0.9209
tagSNP design, etc. 6 indel rs41548117 TC/T 31237100 C T 1006 0.9553 0.9594 0.9183
6 rs41542414 31237766 A T 1006 1 0.9995 0.9897
6 rs9264623 31237950 T C 1006 0.2773 . .
6 indel rs9281300 C/CA 31239170 C CA 1006 0.4195 0.535 04125
P Unique advantages of Ferret N
- User-friendly interface
- Accepts input query as locus, gene(s), or variant(s -
ptsnput quety , gene(s), (s) Perspectives:

- Handles SNPs and indels

- Outputs suitable for well-known pre-existing tools

- Computes allelic frequency for SNPs, indels and CNV's
\— Retrieves allelic frequency from ESP /

- Minor GUI improvements
- Grant access to HL A alleles$

Publicly available at http:/ /limousophie35.github.io/Ferret/
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