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CTS Bioinformatics assists in
experimental design and the collection,

100000 dooo 120000 130000 140000 150000 1601

ooo 170000 180000 190000 200000 210000 220000 230000

‘ \'TU vl[y Uai L i ‘ '|"' L | H"’WT

m L1} umnmmuunnﬂjmf:\:f]m:\jmw LuJ’_ﬂ\_I_A_H_I

=

management, analysis, and

Human betaherpesvirus 5 HAN20
10800 20000 30000 4odon 50000 60000 o000

e e e S R

ﬂlu:‘l]]]]]]]]id] IOCTmon EDI:II]IIIIIIFHD:hDD IIII:I:I:II:I:II:I:I:I:I:I:II:I:I:I:II:I:I:II:IDED:I:I:I[Il L

130000 Tadoon 150000 160

oo 170000 180000 190000 200000 210000 220000

] : UL e LA L o A W

o 1 DﬂnDd:\]:D:DF‘:PD:IEED]DIﬂ:D:d::\ED’:q:I:I:I —

Human betanerpesvinus 5 JP
10000 20000 30000 400000 s0ho0 60000 70000 80000 80000 100000 110000 20000 130000 140000 160000 1601
il [1 \'Iwn'ﬂwrv‘" "‘ T ‘ b o lr' m U‘["\ ‘ T""T\H‘

e =

I:DI:I:I:D]]:I:DEH:| ICACCIN00 (000 D]]]ll‘]‘ﬂ]:l:hl:lﬂ 0ODOO MO0 1] I:IDDD:[D[Il

oo 170000 180000 190000 200000 210000 220000 230000

TIFYPTTT Y

4,994 bp

80,000 bp
|

AT

nterpretation of biomedical data to help

e e 1 1 s e s 111 e s e e e

=

e o s e s 5 £

Iill]:‘I:I:I:D]]:I:EDIU OCImon (oo IIEII:II’]H:DCEDD 0ODMOOOIC T 1] I:IDDD:[D[Il (s

Human herpesvirus 5 Merlin
10000 20b00 30000 4obo0 50h00 6000 Tod00 0b00 50000

1 )8 A

100000 110000 Pznm 130000 140000 150000 1601

oo 170000 180000 190000 200000 210000 220000 230000

T F B A ‘H‘ ul l[|"ll||"

e e e B T 1

lll:DI:I:I:EEI]:IEIEH:I Ilﬂ]]ﬂ]ﬂﬂﬂ]ﬂﬂﬂ]]]ll‘llﬂu:lzl I:II:II:II:I:I:IIII:II:I:I:I:I:I:II:I:I:I:II:I:I:II:IDED:I]:“:I =/

100000 110000 Pnnnn 130000 140000 150000 160

fao0 170000 180000 10000 200000 210000 220000 30000

with publications, grants, and future ———

T "MWT T ”wm“\‘w ‘W'W’"‘MW T

L0 o A A

® 0 ﬂmlmmuﬂlﬂd:qupmﬂﬂﬂmﬂ:d::\ﬂ:q:m:

=

Human betaherpesvirus 5 U8
10000 20000 30000 4odon 0000 60000 o000 50000 Galo0

::Fﬂmmd%mznzlz‘%%md:\ﬂ:

D o o roH, S o smarrrmrmrer o o™ o,

100000 110000 / 120000 130000 Tadoon 160000 160

oo 170000 180000 190000 200000 210000 220000 230000

- 15127]

“'H' T il vr w‘wm’m M IIMW‘H"HH T [11 | 'ﬂ' | ;||r|w||wmvmwmwwwm” ‘
. DD n ﬂmlmmmnﬂlnﬂqupmmﬂmﬂ:d::tﬁ::ﬂ:l | EI:FDHI:FEDEFDDDEE:FE‘B@:’:EEDE':\]F 'DE\]]ID]]IEIU Ormmon mmmﬂﬂ]::hﬂﬂﬂmmmmiﬂmnumgl‘

Expertise
« Dat

analysis
» Consultation and collaboration
» Grants, manuscripts
. management

* |n partnership with U-BRITE

Alistipes onderdonkii

Bacteroides eggerthii

Bacteroides stercoris

Bacteroides vulgatus

Coprococcus comes

Eubacterium rectale

Bacteroides coprocola

Bacteroides sp. 21 16

Bacteroides uniformis

Acidaminococcus sp. D21
Akkermansia muciniphila

Bacteroides cellulosilyticus
Bacteroides massiliensis

Barnesiella intestinihominis

Parabacteroides merdae

Parabacteroides sp. D13

Faecalibacterium prausnitzii L2
Ruminococcus forques ATCC

Bacterial genomes

Wiew Tracks Help

Yaccinia estern Reserver (g... V||g\\29692106|gb|A\‘243312.1| v|‘|2%921n6\gh|nv243312.1\:ms,zsz-m@aﬂg Go ﬁ'| « ‘ > ‘|®| [Ij]| = ‘ lv__l|

ERRRREREREENE |

#2hp

106,260 bp 106,270 bp 108 260 bp 106,290 bp 108,300 bp 106,310 bp 106,320 bp
1 | | | | | 1

DLATA FILE
DATATYRE

HAanE

Galaxy11-[Lab_WR_wildtype_(S
]

Total count: 289

A 152 (53%, B4, 71-)
c:0

G 137 (47%, 50+, 87-)
T:0
N:o

Galaxy12-[21950R_mutant_(SA!
am Coverage

cooonooaooocoo [l

=

o0ononan 6o

Clade 2

oA A A A A A A A A A A A A= ===
O A A A A A A A =A== ==

Sequence CAATAGTTCTCCCCTTTTAAAGGTATCTAATGCAGATTTAGAARAATTCTCTATCTCTTAAT
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