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Example: Endogenous retroviruses ‘Jaagsiekte sheep retrovirus' (JSRV)

. I

JSRV enJS56A1
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Nailability: Complexity @

* ERVs: conserved retrovirus-specific sequences

R W 0 W T D

* nrEVES: norules

(7775

* slower evolutionary rate than their exogenous virus (functional vs. non
functional)
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nrEVE

Nailability: Unbalanced -

ERVs:
e clear structure => less diverse (easierto detect?)
* higherabundance in hostgenomes (more integration events?)

* more relevant (disease) & were discovered earlier (higher visibility?)
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Nailability: No good EVE Tool

ERVs:
* tool: RepeatMasker

nreEVEs:

* no tool
* no standards: everyone is doing slightly different stuff
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Availability: lack of Awareness N é

Example: tool for viral integrations sites
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Nailability Solutions: Tools for EVE identification on...

genomic level transcriptomic level

4 B

-=> establishing a common standard

EVEs in the Shadows: challenges in data availability and accessibility
Bled 2024-Muriel Ritsch



Simple research questions
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Simple research questions

Save Search Search Summary v © How to read this report? @ BLAST Help Videos  DBack to Traditional Results Page

Job Title Nucleotide Sequence Filter Results

RID WMYHNEKBO16 Search expires on 02-14 03:06 am Download All ¥

Program BLASTN@ Citation v Organism only top 20 will appear D exclude

Database nt  See details v ‘ Type common name, binomial, taxid or group name ‘
+ Add organism

Query ID Icl|Query_2562995

Description None Percent Identity E value Query Coverage

Molecule type  dna ‘ 1o

L= ]
Query Length 696

Other reports Distance tree of results MSA viewer @ m

© |

Descriptions Graphic Summary Alignments Taxonomy
Sequences producing significant alignments Download *~ Select columns ' Show (2]
select all g sequences selected GenBank Graphics Distance tree of results ~ MSA Viewer

Description Scientific Name Max | Total | Query E Per. Acc. Len Accession

- - Score Score Cover value Ident -
- - - - -

Pipistrellus pipistrellus genome assembly, chromosome: 5 Pipistrellus pipi. 1024 1024 100% 0.0 93.32% 94929986 LRB62361.1
Myotis daubentonii genome assembly, chromosome: 13 Myotis daubent... 420 420 72% 3e-112 82.08% 64611165 OY725372.1
PREDICTED: Eptesicus fuscus uncharacterized LOC114227668 (LOC114227668), transcript variant X4... Eptesicus fuscus =~ 187 187  14% 3e-42  100.00% 750 XR_003613742.2
PREDICTED: Eptesicus fuscus uncharacterized LOC114227668 (LOC114227668), transcript variant X3... Eptesicus fuscus 187 187  14%  3e-42 100.00% 2088 XR_003613746.2
PREDICTED: Eptesicus fuscus uncharacterized LOC114227668 (LOC114227668), ranscript variant X1... Eplesicus fuscus 187 187  14%  3e-42 100.00% 2386 XR_003613743.2
PREDICTED: Eptesicus fuscus uncharacterized LOC114227668 (LOC114227668), transcript variant X2... Eptesicus fuscus 185 185 14% le-41 100.00% 810 XR_003613744.2
PREDICTED: Myotis brandtii uncharacterized L 0C102258198 (LOC102258198). transcript variant X2, n... Myotis brandtii 165 165 14% 2e-35 96.04% 622 XR_001359894.1
PREDICTED: Myotis brandtii uncharacterized LOC102258198 (LOC102258198). transcript variant X1, n... Myotis brandtii 165 165 14%  2e-35 96.04% 489 XB_314510.2
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Simple research questions

ERE inaccessible

FabriEVEs inaccessible

gEVE ORF-related, old (2016)
DbHERV-Res ERVs, old (2017)

pEVE database DNA-EVEs, old (2020)
HERVdb Human ERVs, old (2021)
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Supplementary Table 3. tBLASTn sereening for EBLLs in vesper bats.

Species

Accession

nunsher

Identity

Query

v Start End

Start

Namse of EEL

LAPE 2006259 1 4923 13 981 26414 415643 myEBLL-1
17 R 1136 26619
5132 1142 1120 2083 719
AAPEIN25596.1 409 126 losg 570 795 o myEBLL-2
405 1069 1147 17 6499 1 59E-24
1Ll 1152 1312 ®510 IR 1%9E-24
LAPE0 20495921 529 152 202 39727 19575 69E-25  myEBLL-2
27 4 417 1950 2Eall Lt
50 514 01 1sE6T 15164 4,56 b
4921 621 =12 28104 7672 456 E-6
178 511 &2 1518 4718 £1TE4S
12 uE 153 6305 15574 151E38
AAPEI20529.1 421 =3 1058 235 7 142E-26 myEBLL-4
11 1062 1296 s 2018 142E-26
459 192 405 HT13 IG6E-2E  Imer-Emily
as 487 ;5 24413 24113 I66E-28
Mvod s hrand s ANKRO 12252911 424 913 1139 1214 [REE-S 197E-41  myEBLL-1
45 1141 =0 118940 12009 197 E-41
ANKRO 12124911 4.1 126 1072 41559 4379 [ myEBLL-2
ANKRO 121249201 411 107 1149 1625 1861 198 E-24
121 1149 1213 1858 14 1SS E-24
ANKRO [ 204701.1 08 146 204 1592 1416 5.M4E57  myEBRLL-3
54 23 m 1353 45 S.ME57
4 427 534 9 416 5.4E-57
402 514 a4 416 £ 5.4E57
AN KR 12086991 479 "y 54 406 10 20467 S99E-X
453 531 615 0477 40220 SHEXR
533 a8 663 214 40077 SHEXR
a3 157 44 38478 =m LBET
463 427 534 38269 37946 LA3E-T3
194 534 L] 17946 e LEET

Mytotis davidii
ALWTI026931/ contig2 6931
61 167 IM
ALWTIH 215306 contig21 5306
1 s
Mytotis lucifugus

AAPE02049392 Cont2 4854

AAPE02025596 Cont2 25505

AAPEO2006259 Comt2 6258
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17184aa)
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Ecessibility: Solutions

integration in existing databases EVE specific database
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Minimum: Wishes:
e EVE-Tag * linktoviral sequences
* sequence * approach

e TaxID from host
e TaxID from virus
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Challenges

Solutions
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Take home message

Do EVEs play a role in your
research, and how can EVEs be integrated?
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