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1. Applied and Functional Genomics Unit

zﬁﬁ"ﬁﬂ—’?ﬁg forRs 1 Dr. Catherine Arnold fub #» F] “fiE fluorescent
amplified fragment length polymorphism (fAFLP) L5753 F?}‘
Ff‘% » MRl A ﬁ’fril’—’gfﬁﬁlij; F;ljfir‘ﬁ??fgﬁ o Dr. Arnold &34+ 2007 &+ 10 *|
7+ Clinical Microbiology and Infection #4*[[f[152 %  An 1S6110-targeting
fluorescent amplified fragment length polymorphism alternative to 1S6110
restriction fragment length polymorphism analysis for Mycobacterium
tuberculosis DNA fingerprinting ; » = oI | 1% & S55A% papo s o —
$rp fAFLP ELWJ?F'HNT’, J B4 FJ SOV [Nk e M USRS 1S6110 RFLP
FLNGT B3 o7 Dr. Amold 8 Bee 2 Fimg =0 gy FAFLP BT B RLA]
| Backman Coulter sequencer 3% = 73 #7 » = fIRLI] 1S6110 £ target » -
] Mse I[Nﬁfﬂ f;g}ﬁﬁﬁf[f%[ B “’J%UH‘/HF& F|I'] Taq Iﬂiﬁfﬂfg
f?f”irie[’u."i;z > T proline JF[F5Y linear [1Uadis » i phi v gl
PCR ™t o fAFLP b (issefgrysfiv RFLP $LP ST Bk ik 4 i >

liF

PCR & P22l 4 3=8 MIRU FLERT B AR - i 85 it RFLP * £
= HI2E band puUz Bl o %Frm F fAFLP %:Hﬁfuﬁz- J?k[] i Hri 2 Y band
Bt Elfglfyrlg * RFLP band ¢t {1 MI ‘> band E‘rﬁlrﬁgm DRURRZ
Eliﬁdt@t’ﬁﬂfiﬁjﬂ@%’%ﬂ%ﬂ Single Nucleotide Polymorphisms (SNPs)
s Exﬂj sl ﬁ?ﬂﬂﬁjﬂﬁ%fﬁ?%”%lj PR E PCR &R -
fAFLP ELPOT EFRE 4 7 PCR & P55 B F 300 {l#f DNA A B> Fl [E{'EHF
[fil MIRU ELE5S B i f s gl DNA M 1o | o PP TAFLP SL[H S
BIFOAG PORLE O A RIS iR A PRl p e g8 IR+ a2 =
phylogeny 554 o LIt &F35F 1S6110 Bt DA 6 fll) ™ pupaithk » = pr A7
E P97 IS element [T target 3%~ TAFLP FLPSST Bk > “DE £ RLSwpy

6



E

P39 7 Dr. Arnold g e < pyrosequencing TRfEEE ik
NTM PARRFFEG RS MDR Gk » 0y g o 2 5 (ILRL £y ] mix
strains - J[AEAG A NTM iﬁiﬁ*‘ﬁ% » kL MDR FAF= Hdlel paifk
[fp i -

B TG PR SLE T R 20 > 2 BORLN B E
TRIBIF VLN > PSR GIRRAVEL N BT 250 -

Hbs HPA 1 Fr £E S EUPrife > PHIP= Dr. Amold - F'”’ hE T in vitro

assay * fJ[4[' macrophage, T cell, dendritic cell, NK cell "7 s 5t A

PR )

2. Bioinformatics Unit
& Dr. Amold fue[#y b5 PEN F R €75 Bioinformatic Unit fiv g1 * Dr.
Jonathen Green =55 £ Dr. Richard Myers ~ Dr. Anthony Underwood 73/]'%1
4 774 Steve Platt 57~ flp F,]‘Flm » Fifl Dr. Green &5 iy /1 ,jﬁ"EJ
%F 7 5 Jpéi“”'j[n it B HTER 5 — Rl Jﬁj‘zﬁ%lﬁl [ +TF37 A= J#N
iR o FE 1 Dr. Myers £ %’F[ TB Strain Typing database - EwH’g[ SHES
f' J17 000 =TR[] MIRU £L[X 55 JE'ISf[E'reference Iaboratorles(u[J?F[HPA
National Mycobacterium Reference Unit, London ; Regional Centres for
Mycobacteriology, Birmingham and Newcastle ; Wales Centre for
Mycobacteriology, Cardiff ; Scottish Mycobacterial Reference Laboratory,
Edinburgh) &5 » paffk l Hglerf] = 1 5uies Eﬁv[qﬁv,‘[*”?bf«‘ﬂﬁz /ﬁifr erR|
PR RFTHRIHE ] OIS IIEE o [BE L S o (£ e
(R BRA > e i L S = Uz AR m:%g;ya* T Y
TR W Iy MIRU i FRAR ] -
F =" Dr. Underwood &%} MIRU $L[X 7} F’J%Sﬁ%‘ﬁ% » Dr. Underwood r?:
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£ 2 flpRFRE=EE #] 2 il locus repeat unit Byt TN - e f\j [Filf~
strain » [NEREFEE AR % PR U)o BERTRLE: [l (R0 “”JT (kL P
— {laf strain =k {Ti<fiy - MIRU == direct repeat (DR) 7 [ﬁj » DR ?ij”FJq’[""Elfj
}ﬁﬁj@g[ l F,Jﬁ?\ i {(F &L MIRU ”EJF[’ ﬁ:ﬂ%ﬁ@ﬁ‘}ﬂ? Hir repeat unit  SFITA
PJF:' » MIRU repeat unit E‘J’TE'T?\??T Fﬁ;@% ) F\[ E[Jﬁi—’gﬁ% genome
unstability » 7] Fﬁf_f%? > Hir repeat unit - £} HE single nucleotide
polymorphisms (SNPs) |‘fﬁ]‘ﬁm > Dr. Underwood [?:tmi PE 1% PGRS
family genes £ gene variation > | fi' {2 PN EL L P E [[FesRg iy Y E
FITAEE = By immune response » (EIF RLELPNAYET— flif SNP g » *%’7
ja’?& immune response escape » [l fLE i “rAA % i Bl S TR
i+ STERLF ) 2 U B -

B %Eﬁﬁj T2 Steve Platt 3= crystal structure ﬁq‘ﬁ%% » GG PR
© R LR Ak T SNPs 3£ (7 S5 - - Jﬂ&“ﬁq?, » ¥, SNPs 3§ %
it Ioomﬁﬁ%ﬁ@ﬁﬁﬁ ITRVZRE B rf’j |7 E | SNPs 8 % 7 helix
1?%;@1 Fﬂrtrﬁ"‘ B2 o FI|F| crystal structure 537 A *]F‘[ SNP %7
r?f/ﬁl[ﬂﬁrﬁ VETRER I oo b s > B A JHFER=5 - Steve ™
(1] crystal structure 55 #’?ﬁﬁ%ﬁ@fﬁ :

http://www.uniprot.org : UniProt - Central protein sequence database

http://expasy.org/sprot/ : SwissProt — Protein sequence database with easier

searching

http://www.pdb.org : PDB — International database of protein structure

http://swissmodel.expasy.org//SWISS-MODEL.html : Swiss-Model — Protein

structure prediction server. Select ‘First approach mode’ from the left-hand
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menu, then enter your e-mail and your sequence into the form.

http://expasy.org/spdbv/ : DEEPView — Protein structure viewer for PCs, Macs
and Linux workstations. Simply recover the software (‘Download’ in left-hand
menu); installation is very easy with a couple of clicks and there is very good

help available from the link.

Respiratory Diseases Department

?i¢ﬁ'ﬁ3fgﬁlfluﬁ%u%fm. Arnold v £ ?J%FATTUJ; :\ElfJEﬁFéﬂ% Dr. John

M Watson ~ Dr. Ibrahim Abubaker F‘T{‘Fﬁ H* Respiratory Diseases Department

i%f?%“i[aﬁlﬁﬁﬁﬁmvﬁgﬁﬁﬂéﬂﬁfmfdn > T Ms. Michelle Kruijshoar ¢4/

Al = B

(1) Statutory Notifications of Infectious Diseases (NOIDs)

(2) Enhanced TB Surveillance in England, Wales and Northern Ireland
(ETS)

(3) Treatment outcome surveillance

(4) United Kingdom Mycobacterial Surveillance Network (MycobNet)

(5) Tuberculosis incident and outbreak surveillance (TBIOS)

(6) M. bovis surveillance

@??&@«'@ﬁ\“ﬁﬂﬁffﬁﬁr?ﬁ England, Wales % Northern Ireland = {[a/1#

U E[JFA'[ Scotland (?}Eﬁi@ﬁﬁ'l% Ve P eaR) 0 5 F ?Fﬁ]ﬁfﬁ‘éj Scotland =¥

BN PSR 2 [y o B B oSl S pps i - 1+ 2

&7 local system » F|#Z[1 regional system F{Hi= national system (7

HPA) > national system fi* (g = EURO system Fjﬁﬁ’é‘ﬂf@% WHO - ng

HIAE ~ 13 HPA [P -7 1 web-based system - | }Eﬁf“%ﬁ%ﬁiiﬂiﬁiﬁ

P BT web S ISR E R o RO VR O
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AR CIELE NV BT o Vs D g fﬁi&%%’iﬁ}i&?ﬂv f‘ézﬁiﬁﬁ FIEE -

9= treatment outcome {1~ ?ﬁf‘,@%%&‘ 12 [P sm gy o E?*] HE fﬁ'%if}@*ﬁ
AR F'j,%i?ﬁ?, EEL R T R e TR T ] i»[@”ﬁ o = f‘ézif}”?ﬁﬁgﬁ
B oo

Je I treatment outcome 7 1554 80%: 7 3% WHO fiv 85%%?,@;! » [F WHO
?‘F’,@ﬂ?ﬁ new smear positive cases f|! 85%3F1tzl’|‘1’| | B 80%kLEL new and
relapse cases 7§V A -

MycobNet 1 1994 & it » = EIRLEARERY Abkpoidelt - 77 otk &
7+ reference laboratories (ﬁp?ﬁ HPA National Mycobacterium Reference Unit,
London ; Regional Centres for Mycobacteriology, Birmingham and
Newcastle ; Royal Brompton Hospital Microbiology Department, London ;

Wales Centre for Mycobacteriology, Cardiff ; Scottish Mycobacterial
Reference Laboratory, Edinburgh ; Northern Ireland Public Health Laboratory,
Belfast) g.ﬁg&ﬁzﬁ;ﬁl% : &@ﬁ%ﬁ%% M. tuberculosis complex f[Ifi¥ M.
tuberculosis, M. bovis ﬁ? M. africanum - M. africanum T‘ifﬁ[aszlﬁ’ fl= BolRL
FIZRAFE ORI - U 2007 2 SRR I B+ 2006 4 HFHEE
8113 {54 - 5026 (62%) kit ’,%’F’é?it@ M. tuberculosis complex - | 4934
(97.3%) F|pHFE EEEETVR] > H 1 4879 (98.8%) £ M. tuberculosis - 25
(0.5%) % M. bovis > 30 (0.6%) % M. africanum o HaEtiahlis it it 7.
AN ﬁﬂ?ﬁ INH, RIF, EMB % PZA > 4 fi"SM - 2006 =+ 5026 i‘%ﬁ%’@fg
el Al > 4662 (92.7%) = AFRIRBETTR] o Hfl1{E- S 7.7% - INH
Bkt 7.0% - MDR 15 1.1% o sl INH RSl = FIRLE AT 1998
=AY outbreak -

TBIOS ] =7k 1 E’I@‘[?Elfiiﬁjﬂ%ﬂﬁ HPA - FS&,-F{&E# SR 2004 F o ELRLEY
U] transmission of non-household contacts > ﬁp?ﬁ healthcare, education,
aircraft, prison 7L Hi[F » TR R ﬁw?ﬁ : HPA London Weekly bulletin >

10



Weekly Health Protection Update Meetings - Direct reports by phone/e-mail to
TB section of Centre for Infections » Local and Regional Services Incident
Reporting Information System (IRIS) > Tuberculosis in Prisons Surveillance
Pilot (London) - 2004-2006 = " 155 & 55¢ £ 300 [EEE SX et rTiIE -
ﬂ*‘ﬂﬁslﬁfﬂfﬁ“ Jrf’*p i~ strain typing °
Heps 11999 & g+t M. bovis <Ak o EECT R M. bovis g
%> ffﬂ%@%ff‘?fﬁﬁ erRIEE. M. bovis == M. africanum & F I {4 Bt
] o PRk gt o = E,li*’ttﬁ SRV AERY i M. bovis pu’hmﬁ*‘l

4. Modeling and Economics Unit
iF:F LFF“J?&‘*Q * Modeling and Economics Unit fiy Dr. Emilia Vynnycky 1%
S ] Eﬂjp J‘]‘Tu ; ﬁ?ﬂ b = Bl S5 55 47 > Dr. Emilia Vynnycky ﬁg
%\Z%+ AR e BRI P LY T &S TB risk factors 4% > Dr. Emilia

Vynnycky ;% 3 20 REH PR T OB E AR Y

5. Molecular Identification Services Unit
7+ Colindale ’Filiﬁ'?f?pfjﬁ %= :\?J%ﬁgf% Molecular ldentification Services
Unit fiv F,‘TIEFG » Dr. Haroun N. Shah - Dr. Haroun N. Shah = Eipli&E~
proteomics 4= | > Dr. Haroun N. Shah ;?;W\ﬁ'lfmi’ﬁ proteomics 'l
E o S 1@ 1 IR % F 1T BGaR 9047 MALDI TOF MS =755 i RURR i
mﬁﬂ TP IR 55 ARG S R
E'I’E’T‘Fr’ﬁ%pdﬁjﬁ (International Symposium in Genomics and Proteomics

of Human Pathogens) - &3 1 [ﬁj} R A e ,"?ﬁ[%%?]‘ﬁ% o

6. HPA Mycobacterium Reference Unit, Clinical TB and HIV Group, Centre for
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Infectious Disease
¢ﬁ"FJl’???F[fJ£§ % — fﬁ@?ﬂr’\j’& Whitechapel Royal Hospital i/ HPA National

Mycobacterium Reference Unit EE?B Dr. Francis Drobniewski ogjéﬁﬁﬁéﬂiﬁ’f

& AR BB (R R > S S AR RN ST B] - Dr. Francis

Drobniewski /i ’“7 R SR - E“ﬁ4 TE 4 Preya Velji f ’“JF Fﬁq
B TR A MIRU typing fP4 « FUS0T ARk 1 7 il ik 5L
NEJSIE] 2ARIE 0 - F a5 >2000 isolates (— M FF) FURLNGTE]

spoligotyping ﬁu?ﬁ, CAS, EAI, LAM %“familieSOF%}:E'ﬁﬁéiﬁ'i“?@j' ¥ MIRU
set: & {1/F %] 15 fi loci (2001 & Supply etal.5:4) WA 7 fif NTR
loci (2163A, 2163B, 2347, 3232, 1982, 3336, 4052) ’W‘ﬁﬁ%\[f"@%%‘f{
MIRU set JVE&HI==="ks 15 {ff loci |1 - spoligotyping EIU%EH[JQWFE[FI}’ ;

clustering rate [i'fi = 20%* 7 °
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BRI FE N~ FERREPU R o A% A ARk qﬂj (EZ =S A e F 1)
U FLER 7S B 5 ARG o AT BT AR o
web-based system > {EIFHELEAY ) & SR RE o L SREAR R PO =
TV - [l 50 2 et ST [HIBEE  RLEE [ 2R (51 Byl
i
PR E [N =SS T E SR AT R ] NS e (e

M B R IS R e PR AR L T A -
PSRN PR SR N AR mﬁ HPA Mycobacterium Reference

J%

E'I'F * HPA\ [ If{ij g [ TB strain typing database H o S TARRAVEEF

—.E

Unit g1 * Dr. Francis Drobniewski = 'H?ﬁx@ﬁ Dr. Francis Drobniewski %}
i&@"?ﬁ%lﬁﬁ‘[iﬁ'%%%wiﬂ ’FE‘FJ,EJ%% o RERLTE XDR @BV i o
(A= b s Bl o s e ot et iR B IR A
BB FJ B R 2

L (I PR P5) R O AR BRI [ v
?&UFE‘F%E'. R AR PR I RV it e E‘ﬁﬁﬁz’f'}-{% ﬁ?@iﬁﬁ%
FLISTIREED £ E‘[ﬁﬁv'ﬁhllﬁ*b ’ E“ﬁ?’ﬁﬂiﬁ’ﬁi B
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