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GISAID data access and sharing principles

Global Initiative on Sharing All Influenza Data is a non profit
association

Operates the publicly accessible EpiFlu™ database (hosted by
German Gov’t)

Data must acknowledge the contribution of those providing the
both the original isolate & the sequence data.

Access to GISAID is free of charge and open to everyone, however
registration is required.

Data submitted to GISAID is publicly accessible without any loss of
ownership (in contrast to deposits made to Public Domain archives
e.g. GenBank).

e GISAID is the only publicly accessible database with a fair sharing
principle is second-to-none for timely sharing of influenza
sequences of public interest ie pdmH1N1 & H7NO.




Features

Has the most complete set of influenza sequences
Includes patient meta data & geographical locations
Submitters retain editing rights

Easy upload of data, single or batch upload templates
Isolate based entry rather than sequence only

Can add sequences to an isolate entry

Automated sequence annotation on upload
Customised search function outputs

Customised fasta headers with sequence downloads
Can download meta data in spreadsheet format
Worksets function, can be shared between collaborators
Analysis tools



GISAID EpiFlu™ V2.0 database

Total count: 113.361 viruses with 393.536 Sequences

Welcome John Doe

GISAID published: 34.593 viruses with 89.498 Sequences Settings Logout

+ Browse

_ Workset Management Administration Registered Users _

Mumber of results: 47 Viruses (@ Released () My released () My unreleased |S€ Reset Filters | |1 3 CountViruses | |U\ Search Results |
Search pattern |
Type & - Ha M & - Lineage & Geographic Grouping & - Coauntry Mame
A 3 O~ 5 O~ Aftica O atar 0O
B [ 4+ O & [ Antarctica O caudi Arahia 0
o O s O 70O Asia Singapore 0
e [ g O SUTERE . St Lanka O
; 9 Marth }.\merlca g Syrian Arab Republic O
= ov o O e Sceaniy Taiwan O
South America [l Tajikistan 0
Passage Category & - Passage Histary Thailand Ol
Cell ] | Turkey |
Eqg 0 Turkmenistan O
Mised 0 United Arab Emirates O
Other 0 Lizhekistan O
Vietnam O
Yemen O
Host Group & - Host Subgroup & - Host Family & - Host Species & - Host Subspecies
Animal Avian Chicken ~  Gallus gallus
Environment O marmmals O Duck O
Hurnan | Eagle O
Laboratary derived | Falcan O
Unknown O Goose O
fsronco ! he
Collection Date from E to |:|:.: Originating Lab & -
Subrmission Date fram l:lg to l:lz‘: [Argentina, Buenos Aires] Instituto Nacional de Enfermedades Infecciogas O
[Argentina, Buenos Aires] Malbran O
Harvest Date from I:IE to l:l:.: [Argenting, CABA Peia. de Buenos Ares] Sercio de Virosis Respiratorias INE ANLIS Carlos G. Malbran O
[ GISAID Viruses anly [1INSDC Viruses only [Araentina, Capital Federal- Buenos Aires] Servicio de Virosis Respiratorias INEFANMLIS "Carlos G, Malb... O
[Araentina, Mar del Plata] Intituto Macional de Epidemiologia O
- [Armenia, Yerevan] Centre for Diseases Control and Prevention O



EpiFlu™ 2.0 — Isolate detail

— Welcome John Doe

GISAID published: 34.593 viruses with 89.498 Sequences Total count: 113.361 viruses with 393.536 Sequences My Settings Logout

- I e e [ I

Virus (] =
Virus Name [ATexas/50/2012 | Virus Type

vrie 0 [EPL 2208 | tnesse [
Passage Category |:| Passage History [Ma/ca Harvest date |:|

Sample Infermation

Collection Date 2012-04-15 Location [United States/Texas |
Host |Human | City or Town | |

Additional Host Information | | Zip Code |:|
Patient Status |:| Last Vaccinated l:l

Outbreak | |

Antigenic Charactenzation [4/PERTH/16/2008-LIKE (H3N2) GP |
Specimen Source | | Mote

In-Vivo Pathogenicity Test | |

Sequence r
Segment Identifier Length GISAID Accession Number INSDC Accession Mumber
HA 2012704894_217304_v1_4 1701 EPI377499
MA 2012704894_217304_v1_6 1410 EPI377498
W 2012704894_217304_v1_7 984 EPI377497
Antiviral Susceptibility
Antiviral & Susceptibility Level
Laninamivir MNormal
Oseltamivir MNormal
Peramivir MNormal
Zanamivir MNormal

WHO Reference Infermation
Year ¥ Vaccine Strain NH ‘accine Strain SH Reference Antigen MH Reference Antigen SH il |
2014
2013

Institute Information

Originating Lab [Texas Department of State Health Services-Laboratory Senices Originating Lab Address

|
Originating Sample ID |,\\\,r|1200405 |
|
|

1100 W. 49th St
78756-9987 Austin, United States

Submitting Lab [centers for Disease Control and Prevention Submitting Lab Address

1600 Clifion Road, N.E. ‘

Submitting Samole ID [on197n4s04 30333 Atlanta, United States




iFlu™ 2.0 — New publication embargo function

Welcome John Doe

(c] E‘F 1\ | ’)
GISAID published: 34.593 viruses with 89.498 Sequences Total count: 113.361 viruses with 393.536 Sequences Settings Logout
Viruses % ]

Search in Results | Q
_ “ou are about to accesss Data under a temporary publishing embargo
Select All (@] P e 9 9 =t |v’ Release Selected Viruses |

n Virus Mame & These Data are about to be included in a publication. F Host Subriting Lan

Aiflaskar21/2014 ; ) . o ) Human LUnited States, Atlanta] Cen...
[ Atusiia@s20ls ) During the next 7 days you may not use these Data in a publication without g {Austria Vienna] Mediclal m
AichickendB1 Sidianci2 014 ; the written consent of the Data provider. Anirmalifiani... [China, Beijing] Tsinghua U,
p [ . Bedjing] Tsing

Il Alchickenitalyl SVIR4527-1103013 4 Animalifwiant.. [ltaly, Legnaro (PDY] Istituto ...
[[]  ArChickeniKumarmoto/1-7r2014 ; ) o ) ) Animalifviand... [Japan, Tsukuba-shi] Natio. ..
[]  Achicken/MepaliT-35952014 } i YDL_J W.'Sh to publish findings béSEd on these Data pr|0rtF| the e?<p|r¥ of the Animalifwiant. . [United Kingdom, Mew Haw:, .
[1  Aichicken/7 Tiiangx/2014 ; Publishing embargo, you must first contact the Data provider . Wialation of Animalifviani. . [China, Beijing] Tsinghua L.,
|:| Afduckilignoxif9s/2014 i Gl=AI0D's Terms of Use may carry sanctions and limit YOUr aCCess to this Animalidviani... [China, Shenzhen] BGI She. .
G g e T
fPain, Maarig-majadanona. ..
[]  Amallard duckiShanghairSH-92013 4 Animalifvian... [China, Changehun] Institut..
[ 7 adiato Grosso /556562014 ; Hurnan [Brazil, S&o Paula] Instituto ..
O AParisi1823/2014 4 Hurman [France, Paris] Institut Fast. ..

7 /530 Paulo/3-26852/2014 Human il 54 i
| A.".a-:- ag 05 /2 4 ¥ Yes, | agree : . [Brazil, S40 Pauln] Instituta .
| Afsilky chicken/Hong Kongl772-... 4 Animalifvians... [Hong Kong (SAR), Hong k.

PR 7 Days of publishing embargo |fﬁ| Analyze or Export Data




EpiFlu™ 2.0 — New IVHPP function

(WHO PIP framework)

Welcome John Doe
(¢ EM | ) _
GISAID published: 34.593 viruses with 89.498 Sequences Total count: 113.361 viruses with 393.536 Sequences My Settings Logout
» Browse m Workset Management Administration Registered Users _
Viruses @
%
Search in Results | | Q
| aelect Al | | Deselect Al () Bhow You are about to accesss et |\( Release Selected Wiruses |
il e A Vit Data of an Influenza Virus with Human Pandemic Potential (WVHFF) E Host Submitting Lab
O AAlaskar2 172014 A THAN Hurman [United States, Atlanta] Cen...
[ ambertantizot4 A(HEN The Data pravider advises that the use of the VHPP Data for commercial Hurnan [Zanada, Winnipeg] Public ...
i ) ) _ ) : H R dical ...
O Afushia/f6/a014 PR, purposes, including but not limited to rmanufacture of influenza vaccines, umart (Austria, Vienna] Wedica
1™ scambodiak0e10301/2013 A (HEM N N ) ) ) ) o Human [ambodia, Phnom Penh] 1.
[ Achicken/B1Shiangi2014 A (H1D antiviral medicines or diagnostic materials, may be subject to the signing of Animalifwiant... [China, Beiling] Tsinghua U...
[ Achickenitaly1 3VIR4527-1172013 A (HTR Material Transfer Agreerments. Anirnalifwians... [italy, Legnaro (PDY] Istituto ...
O AlChicken/lkumarnoto/1-7i2014 A (HEN Animalifwian/... [Japan, Taukuba-shi] Matio.
[[]  aichickeniNepaliT-259i2014 A (HaN ) b or il biic health AnirnaliAviant.. [United Kingdaom, Mew Haw..
[]  Athicken7Thiangsi2014 A(HIO Lse of these WHPP Data for academic research or fulfilling public healt Animalifiani . [China, Beijing] Tsinghua U...
[ Aiduckiianegdrasi2o14 A (HaN responsibilities are not subject to these special conditions. AnirnaliAvian/... [China, Shenzhen] BGI She...
O AlGalicial TAEZ014 A (H3N Human [Spain, Madrid-Majadahond. ..
1™ Hong Kong308/2014 A (HIN ) ) Hurnan [Hong Kong (SAR), Hang K.
[ gindonesiahIHRDT 41722014 A (HaN Ifyou intend to use the IVHPP Data for commercial purposes, you are Hurnan lIndonesia, Jakarta] Nation...
[ apiangd-Donghu3462013 A(H10 strongly advised to contact the Data provider prior to the use of these Hurrian [Zhina, Beijing] WHO Chine.
O AMadridiS 01 23180201 4 A (H3N genetic SEUENCE Data. Hurman [Spain, Madrid-Majadahond. ..
[]  aimallard duckiShanghaiSH-9/2013 A (Hak Animalidiant... [China, Changehun] Institt
[ AParisi182312014 A (HTR Human [France, Paris] Institut Past...
(18 gzhanahaiti2013 A (HTN Hurman [China, Beijing] WHO Chine.
[ Msilky chickenHong Kong772-... B (HTR Animalifwian/... [Hong Kong (SARY, Hong k..
| F ATaiwan/22013 A (HEM Hurman [Taiwan, Taipei] Taiwan COC

M ee |ﬁ| Analyze ar Export Data




EpiFlu™ 2.0 — Worksets for Sharing & Analysis

Welcome John Doe

{c’EMII’

GISAID published: 34.593 viruses with 89.498 Sequences Total count: 113.361 viruses with 393.536 Sequences Settings Logout
Viruses @
Search in Results | | Q
| 7SelactAll | | Deselect Al () Bhow selected () Show unselected (8 Show all g0 Add toWorkset | |¢Addt0 Analysesheet v Release Selected Viruses |
Wirus Mame & Wirus Type Passage FBZ  PB1 PA HA NP A M ME P3 HEF Hast Submitting Lab

[ Mimlaskar21i2014

Il F Adlbertai01/2014

[ AAustriafdei2014

| F AlCambodiai<0810301/2013
Adchicken/B1 Siliancdr2014
Adchickendtaldl 2WVIR4827- 1172013
AChickenfkumamotoi- 772014
AfchickenMNepalT-3549r2014
Adchicken(TTilianoxi2014

Afduckilianoxifa5c2014

AHINZ Original 170 Human [United States, Atlanta] Cen...
A
A
A
A
A
A
A
A
A
AlGaliciall 786/2014 A
A
A
A
A
A
A
A
A
A

i

(HaMN1) cl 2280 2274 181 1704 1497 1350 @82 823 Hurrnan [Canada, Winnipea] Public ...
HINZG Siat1 §3r nra Human [Austria, Vienna] Medical L.

(HaN1) 281 1707 1487 1350 @82 834 Human [Cambodia, Phnam Penh] I...
{H10MNE) 2280 2274 2151 168G 1487 1413 1027 BED Animalifviant... [China, Beijing] Tsinghoa L.
(HINT) E1 2251 M7 2212 1437 1368 1020 71 Animalifviant... [taly, Legnara (PDY] Istituto .
(HaMNE) 2308 2308 2200 1742 1529 1425 992 BA5 Animalifviant... [Japan, Tsukuba-shi] Matio. .

(HaMTy Eog passag. . 1704 1350 Animalifviant... [United Kingdaom, New Haw. ..
{H10N8) 2280 2274 2181 1BBE 1801 1413 1027 BAD Animalifviant... [China, Beijing] Tsinghua L.
(HAMNE) 2280 2274 2181 1704 1497 1380 982 823 Animalifviani... [China, Shenzhen] BGI She. ..
{
{
{
i
i
i
i
i
i
{

OOoOoooOoo

H3MZ) Clinical spe... 1040 Hurrnan [Spain, Madrid-Majadahond...
HYMZ) MOk, 2280 ZZ¥4 MA1 1EB3 1497 1401 582 338 Hurrnan [Hong Kong (SAR), Hong K.
HaM1) el 1707 1350 Human [Indonesia, Jakarta] Mation...

H10ME) E1 2280 Z22¥4 0 MA1 1EBE 1497 1413 9g2 338 Hurnan [China, Beijing] YwHO Chine...
HIMZy Original 1068 Human [Spain, Madrid-Majadahond...
HE5MS) eny 338 Animalifvianl... [China, Changehun] Institut, .
HIMT) 1 1718 1361 Human [France, Paris] Institut Past. ..

HTME) E1 2380 V4 MA1 1683 1447 1398 582 338 Human [China, Beijing] YwHO Chine...
HT M) 1 passage 1682 1404 Animalifviant... [Hong Kong (SAR), Hong K. .
HEM1) E1 2380 2¥V4 MA1 1704 1497 1368 582 338 Human [Taiwan, Taipei] Taiwan CODC

O™ ajHong Kongr3ngizo14

O™ aindonesiaMIHRD 4122/2014
1™ adliancd-Donghu/a 462013

O] AbadrdiS01 23182014

[0 amallard duckiShanghalsH-8r201 3
[ AParis/ 8232014

1™ yshanghairti2013

[ Asilky chickentHong Kongi772-...
™ ATaiwani2i2013

e |ﬁi| Analyze of Export Data




EpiFlu™ 2.0 — Analysis Tools

(Q Eﬁﬂ ’)

GISAID published: 34.593 viruses with 89.498 Sequences

Total count: 113.361 viruses with 393.536 Sequences

Personal Worksheet

Welcome John Doe

Settings Logout

&

1 3

g

Forward

Yirus Mame | | Q
[% DeeteEnty | [%  ClearList

- Mame Segment Segment accession # Length

[ afchicken/7 Tilianmdi201 4 [ EFI1880 840
[ mdchicken? 7hlianmxi201 4 FB1 EPI1874 2274
[ Adchicken/7 7ilianodi201 4 HA EPI1876 1686
[ ajchickens7 7hlianmxi/2014 MNP EPIM&77 1501
[ mjchickend? 7ianox2014 HA EPI1878 1413
[ aichickens7 7hianoxif2014 FBZ EFRI1&73 2280
[ aduckidian /952014 M EPI1887 982
[ aArduckidiangira5:2014 PA EPI1883 2151
[ aduckidian /952014 N5 EPI1888 823
[ Arduckidiangxirds2014 HA EPI1884 1704
[ aduckiJianmxQ/95/2014 MNP EPI1885 14487
[ aduckidiang:q/952014 FB1 EPI1882 2374
[ aiduckiJiangxi/a5/2014 FB2 EPI1881 2280
[ aduckidian /952014 HA EPI1886 1380
[ arGaliciar 786/2014 HA EPI1307 1040
[ aHonn Kone/a0si2014 FB2 EPI438034 2280
[ AHong Kong/308/2014 HA EPI498036 1401
[] aHonn Kona/ansiz014 FB1 EPI438035 2274
[ aHong Kong/308i2014 PA EPI438033 2151
[] aHong Kona/308i2014 M EPI438032 582

Export selected

Blast Mucleotide

Blast Protein

Send to FluSurser

Align Sequences

7)
|
:
|
/




GISAID)

GISAID published: 34.593 viruses with 89.498 Sequences

Analysis — BLAST, Alignment, Phylogenetic tree

Welcome John Doe

Total count: 113.361 viruses with 303.536 Sequences Settinys Logout

Personal Worksheet

&

Yirus Mame |

|«

|$€ Delete Entry |

[ ClearList

OooOooooOoooooooooooo

" AISONG_KHLA0781201 3(H3NZ)_|
Achit amonthaBURIS027 201 3HINZ)_|
AlchpICTORASTID S(HaNz)_EPLL
GG o BRISEANEN 331201 3tHIN2T_EPI|
Ao i APERTHIBERI 3(HaNZ)_EP ISL_|
APERTHIZSBI201 3(HINZ)_EP| 5L |
b A MELZON_MARLECROUGH! 2013
AISYDNEVIBAI201 3(HaN2)_EPI_IL|
AL AJSRI_LANKABE/2013H3NZ)_EP |
/S YDNEV/BER013(HaN2)_EPI_Is |
AIHUE g jevoney i o400 3HMZ)_EPL|
| A/ALICHLANDZ02M S(H3N2)_ERL
AICAPITAL_&_COAST/INA2014(H3
AU HTASMANAGRT4HANZ)_EPL IS
S wFING/2013(H3N2)_EPIISL 16191
AT AMSYDNEY/BI201 4(HANZ)_EPLISL |
AMNEW_CALEDONIA297201 3(HEN2)
AL ACHIANG_RAVI37/201 3H3N)_ET
AISOUTH_ALSTRALIATS/2013(H3
AIHUE »ravEs_Bacen 2 rHonz)_E
g MICSNBERRAM 3001 S(HaNZ)_EP)
ANICTORIAE40/201 3(H3N2)_EPI_S
(3.5 AMICTORIAISST /201 HINZ)_EPI_|
AJALICKL ANDISS0201 3(H3NZ)_EP|
ATHOF BICHRISTCHIRCHIS281201 3(H3H2) |
AJALCKLANDI1 1201 3tH3NZ)_EPL |
Har aicanBErRA 24201 3(H3NZ)_EP|
AICANBERRAA 271201 3HENZ)_EP|
HOF & WoRTH_WEST_AUCKLAND/ER01

Ho

=

=

= |z

=

=

=

=

=

=
T
=
=

APERTHA B4/201 3(H3MZ)_EPI_ISL 151587 _2013-08-29

AichicA/BRISBANENES2013(HIN2)_EP|_ISL_181893_2013-08-09
T ABRISBAMEN 34i201 3(H3NZ)_EPI_ISL_161282_2013-08-26
A hic aBRISEAMEN 41201 3(H3MNZ)__ER|_ISL 161283 2013-08-18
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[5equence 20 1D: A/SYDNEY/8/2014(H3NZ)__EPI_ISL _161906_2014-01-11 Nudleotide: Adenine (445)




FAQ My profile

Q Browse ‘3 Back to results lL-:] Worksets ".3 Upload

Result for comparison with reference selection: HTN7_Human_2003_Netherl

About GIS

Batch Upload Ej Settings

- 7" FluSurver .

The main application scenario for FluSurver is to highlight phenctypically or epidemiclogically interesting candidate mutations for further research and should ideally be combine
werification of any predicted phenotypes. Importantly, any direct diagnastic use, assumed severity or recommendation on patient treatment should not be based sclely on these con
reference sequences used for annotation transfer of equivalent mutations are mainly comprised of strains that recently infected humans. Therefore, the usage scenario that v
reliable results are current surveillance sequences with very close relation to used vacdine strains, including some candidates for avian flu and novel reassortal
look at the Frequently Asked Questions and Tutorial if you are new to FluSurver. There is also a special note for using FluSurver results in publicatic

§ Analysis

You are logged in as

© 2008 - 2014 | The GISAID Initiative | Terms of Use | Contact | System

ds219

Back to Reference Selection

Query Best reference hit

% AA identity % length coverage # mutations

List of ions

Putied ] influenza AND (hemaggluinin OR HA) AND (G242L OR G240L OR GZZ6L OR GZ7L)

[IRSS Savesearch Advancad

HA A/Metherland=/219/2003

V18l 5301, V&3 . T150A, D190S. 11

Dispiay: Sssiings: =) Summary, 20 par paga. Sortad by Racanty Added Send o =

s e folming term was not ound in PutMed G242

find closes: related sequences

M4361. N4B4D, 1515M

—x

HA_A/Shangh: HA Q242L
Key to alternative position numbering:
240 FluSurver numbering
L 4 {absolute as in 2009 H1M1 pandemic)

HA1 226
HA1 223
Chosen reference:

Classical H3IN2 strain numbering
Classical H1M1 strain numbering
HA_HT7NT_Human_2003_Metherands219

g Go back

Paosition in reference: 242
AAIn reference: Q
AdIn query: L

A mutation at the position equivalent to HA 242 has been reported in the literature to be
related to antigenic drift / escape mutant and host specificity shifaadaias

show in structure

HA_AfAnhuif1/2013_138739 ) _(HTN?] i 96.071 95.418 22 s T NABAD, IG15M. - Results: 18
find closest related sequences =how in st 1 Genetc rion o he vt e vins ransmissionChina
- Wang D Yang L. G30 R, Zhang X, Tan Y. Wu A, Zhu W, Zncu J, 200, LiX. Sun Y, Zhang Y. Lia ¥
Publicaton s L, Xiong Y. Xu J, Ghen L Weng ¥, G X, Guo J. LI, Dong J. Huang W, Zhang ¥, Dong L. Zhao X
T — T150A. A1535 DISON. HI5V 5y LiL oL v, Wt 201 Con Y, 1y, COenT, T ¥, T, g 2 Yomg W, g . 2
HA A/Metherlands/219/2003 V18], 5201, VB3I, . 3 2 . 1195V, e G . GI0GF LD a1 g . . S .
HA_A/Shanghai/1/2013_138737 (HTNT) 96.071 13 22 P237T, 1252M, E236G. N292D, H209Y, N314D. E328R. e ngaiaa o MEDUNE]  $me e

‘plle gEnome phylogenEt: NS of Nve HINZ 3YEAN INMUENIA ViNses Soisted Tom pOulTy
2 focks in Gingnhai lake region]

V181, 5201, V&3l

N4B4D. 1515M, AS50V
show in structure

- archiving or import to Excel

. T150A, D1905, [195V,

LW LY. Jang S¥, Wang LJ, ¥I H. Zao SC. Tang ZJ, Xu CL, Dong J, Gao RS, Zhang ¥, Zou SM. LI XD,
ang L, Yang J. Chen T, Shu Vi
Bing Ou Xue Bos. 2014 Mar 3021 10810 Chinese.

24821162 [Puthden - e ot MEDUNE

‘Anadysis of recombimant HING wikl-type and MUt wEuSes In DI Shows ihat the GZ26L mutation i

S A s masri or panszson
Amu 20 B. 13 W, Bawa 8. M L Wang W, Lang Y. yoa ¥, Halin R Lin . Sacwel T8, Wetoy
R Wentwodh OE, R A

Analysis — FluSurver for Mutation Interpretation

Display Satings op8cn -

T
Sort by Relevance

§ free full-text anticles in PubMed B
cenma

Adaptation of novel HTNS ifluenza A vines 0
human eceptirs. 5 .

Giycasylation al 158N of he hemaggul
pRcain A TE<SpUDF BTG SR [ Virad 2010

Got a paper in

PubMed? W

i Pubbad Cormeo
comments.

12 make & ke

Vs 2014 Ao 88141315155, dor 1811280V 00304 14 Epu 2014 Way T
o

?

Protein: HA

IanLﬁanza type: Human H3N2 (N/A)
Mutation (as|in paper): Q226L

eutral AA:

g. eff. aA: L

3

A combination of mutations including the position equivalent fo HA 242 has been reported in
the literature to be related to host specificity shift.

As seen in resolved structures of proteins from
related sirains, the HA position equivalent to youwr mutstion is imeaolved in:
- host cell receptor binding
- binding small ligand(s)
- antibody recognition sites

See all interactions for this position

>

Comment:
Increasing affinit]
decreasing affinity to SA_2,3Gal (Table1.).
Literature reference

(Mutation Q22EL in the paper is at an eguivalent position of the mutation
in your guery)

Effect: host specificity shift

of receptor-binding to SA_2,6Gal and



GISAID Outlook and Future

e Strong and rising contributions from Asia

Global distribution of
human host derived
isolates in GISAID

Global distribution of
animal host derived
isolates in GISAID

Countries ranked by number of HA sequences in GISAID in August 2014,
colored by rank percentile from red (most) to white (least), gray (none)



GISAID Outlook and Future

New sequencing technologies in influenza surveillance will
give us:

— More sequences, more detail, more to interpret...

New features

— Annotation to include H5 clade designation on upload
— Updated worksets with more options

— New search functions

— Biannual vaccine recommendations

— GPS Coordinates

— User tracking on sensitive pandemic potential viruses

GISAID allows for easy, safe and timely sharing even of highly
sensitive new outbreak sequences
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