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GO Description

Gene enrichment analysis comparison between SEC and DC F. hepatica EV purification methods within biological process categories against the F. hepatica

genome. Significant processes lower than 0.05 probability, presented using -log transformation were identified by asterisks. Data analysed using GOATOOLS

in python software.
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GO Description

Significant processes lower than 0.05 probability, presented using -log transformation were identified by asterisks. Data analysed using GOATOOLS in

Gene enrichment analysis comparison between SEC and DC purification methods within cellular component categories against the F. hepatica genome.
python software.



Suipuiq uoj oujz

Suipuiq wayord papjopun

mDC

Suipuig yna a1y108ds-a0uanbas ‘Auajioe 1030e) uonidiiasuely
Auanoe asepnidadopua adAl-auluoaiyy

3OS0 JO UANYISUDI [BINJINIIS

U033| 3450342 O JUBNNISUOD [BIN}INIIS

Suipuiq wng J1yaads-aauanbas

Bupuig yny

Auanoe Joyqiyui uolyerdossip-4ao qey

Aumoe asejAloydsoyd apisoajanu-aunnd

wisjueydaw |euoiielol ‘Alaioe ased |y Suidodsuedi-uojold
wsjueyIawW [euoljejol ‘Anaje aseyis 41y Suipodsuen-uojoid
Aunoe aseupy ujajold

Surpuiq oyy10ads urewop uiajord

Awanoe uoneziawp uiaioud

Suipuiq wajord

Auaioe asejesphy aeaniAdoydsoyd

Annnoe ased 1y Sunesojsuesy-pidijoydsoyd

Aunoe aseury ateydsoyd jousouljApieydsoyd
*dQ¥N/avN yumsdnosd HO-HD uo Ayaioe aselanpalopixo
Aumnoe asejonpalopixo

Burpuig proe ojajanu

Aumoe asepnidadoxao)|esw

Suipuiq uoj (eyaw

Surpuiq uoy asaueduew

e
7
x
Aumoe aseuaBoupAyap aiejew
Suipuiq uo wnisaufew
Auanoe aseuaolpAyap ajeroel-]
Supuig pidy|
Aunnoe [auueyo uoj
Annnoe Japiodsuely suelquiawsuel) uol uafouphy
Aunnoe aseq o
Buipuiq 419
Auanoe J0ydaoal pajdnoa ujaiosd-o
Aumoe aserawos| ajeydsoyd-g-asoon|d
Aunnoe Jougiyul uoielaossip-4as
Aunioe asejoppe ajeydsoydsiq-asonay
Aunoe asereydsoyd-7 aeydsoydsig-9'7 ason iy
Burpurq uoy 113y
Awanoe asepndadopua
Buipuig yNg
Annnoe asepridad adAy-suralsha
Annnoe Jorejndal aseury ujajoad uapuadap-d Ny
Suipuig pidijoydsoyd yuspuadap-wnip|ea
Auanoe asepiidadopua adAy-auraisAd uapuadap-wniojed
T T T T T |
o 0 [t < ~ o

GO Description
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