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——http://en.wikipedia.org/wiki/File:Cyanobacterium-inline.svg
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The photosynthetic membrane
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Lumen or p-side

——http://www.physics.purdue.edu/~sergei/Photosynthesis.html
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1% 35 (cyanobacteria)

cyanobacterivrm U ™ N -0
Prochlorococcus marinus MIT 9301
Prochlorococcocus marinus MELD-4
Prochlorococcus marinus AS9s01
Prochlorococcus marinus MIT 9515
Prochlorococcus marinus MIT 9211
Frochlorococcus marimnus hMIT 9312
Prochlorococcus marinus MIT 9215
Prochlorococcus marinus S5S120
Prochlorcococcus marinus MNATLZ2.
Prochlorococcus marimnus MNAT L1 .48
Synechococcocus sp. RCC3I07F
Synechococous sp. SC9902
Sywynechococous sp. WH 7803
Prochlorococcus marinus MIT 9313
Synechococous sp. WH 8102
Synechococcus sp. CC9E05
Thermosynechococcus elongatus BFP-1
Synechococcocus sp. SC92311
Synechococcocus elongatus PCC 301
Prochlorococcus marinus MMIT 9303
Synechocococus elongatus PCC 7942
Synechococcocus sp. JA-3-3A0
Synechococcus sp. JA-2-3Ba(2-13)
Raphidiopsis brookii D9
vnNnechocococus sp. PCC FOOZ2
Cwlindrospermopsis raciborskil &S -505
Swvwnechococystis sp. PCC 803 S ———————— g"]40Mb
Gilosobacter wicolaceus PCOC 7421
Cyanothece sp. PCC 8801
Cyanothece sp. PCC 8802

Microcystis asrmaginosa PCC 7806
Cyanothece sp. ATCC S1 142

'Nostoc azollae™ OFO08

Cyanothece sp. PCC 7425

PMicrocystis aesruginosa MNIES-843
Cyanothece sp. PCC 7424

Arthrospira platensis NIES-39
Anabaena variabilis ATCC 29413

S Anabaena sp. PCC 7120
Trichodesmium srythrasurm IMS101
Cyanothece sp. PCC 7822
Acaryochloris marimna MIBICT 10177
Lymngbya majuscula 3L

Mostoc punctiforme PO 73102

#)3.4Mb

47 .2Mb

r =2 <1 (=] 8 10
Genome Size (M)

Current Opimidon in Microbiology

——Wolfgang R Hess 2011 Microbiology
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A.
upsiream Wild-type gene downstream
[ N TSI ECTEEL T E b e LS ET T | T R R L T T T T A | wud-type chromosome

x pEclinomyci R
JitiHITnG [ FEIRIE-—— Plasmid with wild-type gene
C.::___ _::'} interrupted by spectinomycin resistance gene.
B Antibiotic resistance gene may be inserted in
Kanamm:inﬂ a restriction site in gene, or may replace a

rasiriction fragment in gene.

Transformation or conjugation of plasmid into
l wild-typa strain with double-crossover recombination
(or gene conversion): selection for spectinomycin resistance
upstream Specljnomydnﬂ downstream Chromosome with insertion in
[Tt I R T T e e gene: spectinomycin resistant,
kanamycin sensitive

B.
upsiream Wild-lype gene downslream
PR R R I e | = | EHHHH H T D IS e i Wild-type chromosome
Spactinomycin E
e S Plasmid with wild-type gene
C::_____L i ——— - interrupted by spectinomycin resislance gene

Kanamycin” Transformation or conjugation of plasmid into

wild-type sirain wilh single-crossover recombination;
l selection for speclinomycin resistance;
calls also kanamycin resistan! and have both
mutant and wild-type copies of the gene.
upstream Specﬁmycinq Kanamycin B Wild-type gene downstream
OO [T ——— {0 T EE S AR T

Merodiploid; spectinomyein resistant, kanamycin resistant

Bl 1-4 Jik oNa SEAELEAML oNa EAREE
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g LOGIN | Why Login? | Create New Account
. \f./' CYC || Quick Search Gene Search
Database Collection Searching Synechococcus sp. PCC 7002 change organism database
Home ‘ Search ‘ Tools Help
Synechococcus sp. PCC 7002 Chromosome 1: SYNPCC7002_A1965
| |
| T T T T | T T T T I 1 1 1 T | T T T T | T T T 1 1 1 T T T | T T T T | T T T T 1 T T T | T T T T | T T T 1 1 1 T T T |
1 500,000 1,000,000 1,500,000 2,000,000 2,500,000 3,000,000
genome Zoom : Out
I " 8 start (bp): [2042006 End (bp): [2055676 | Go | Gene name: | Show Tracks | @1
OpErons n — n n n
" Left gl o = > Fiht Legend: = Proteingene ™ Transcription Start (Gene color indicates operon membership.
genes v [~ BMA gene ¢ Terminator Wouse over genes and operons for more information.
; To center gene in display, click on tick mark under it,
Zoom ¥ In
IIII|IIIIIIII|IIII|IIII|IIII|IIII|IIII|IIII|IIII|IIII|IIII|IIII|IIII|IIII|II
2,042,200 2,042,400 2,042,500 2,042,300 2,043,000 2,043,200 2,043,400 2,043,600 2,043,300
SYMPCCF00Z_AT363 : amino acid permease
II|IIII|IIII|IIII|IIII|IIII|IIIIIIII|IIII|IIII|IIIIIIII|IIIIIIII|IIIIIIII|IIII|IIII|IIIIIIII|
2,044,000 2,044,200 2,044,400 2,044,600 2,044,300 2,045,000 2,045,200 2,045,400 2,045 800 2,045,300
SYMPCCY00Z_AT363 : amino acid permease
IIIIIIIII|IIIIIIIII|IIII|IIII|IIII|IIII|IIIIIIII|IIIIIIII|IIII|IIII|IIII|IIII|IIII|IIII|IIII|III
2,046,000 2,046,200 2,046,400 2,046,600 2,046,500 2,047,000 2,047,200 2,047,400 2,047 600 2,047,500
degT : putative pleiotropic regulatany protein
I|IIII|IIIIIIIIIIII|IIII|IIII|IIII|IIII IIII|IIIIIIII|IIIIIIIII|IIII|IIII|IIII|I
2,048,000 2,048,200 2,045,400 2,048,600 2,048,000 2,048,200 2,048,400 2,048,600 2,048,300
degT | : f
L L L L | LI
2,050,000 2,050,200 2,050,400 2,050,300 2,051,000 2,051,200 2,051,400 2,051,600
sigG : BMA polymerase sigma factor RpokE
LU L L
2,051,300 2,052,000 2,052,200 2,052,400 2,052,600 2,052,300 2,053,000 2,053,200 2,053,400 2,053,800
SYNPCCT002_41972

——nhttp://genome.microbedb.jp/cgi-bin/gbrowse/SYNPCC7002/?reset=1



DNA &4 ZEHhistone-like (HU)AFZE B4y

FIFBInterProXxfHUI T3 47

FriEZ&EHZ%: Histone-like bacterial DNA-binding protein family

E Histone-like bacternal DMNA-binding protein (IFRO00119)

« BERFHAESHN—LXERYN. SEFENER, H90AA, BELEDNA,
ETEMENENRE,. HHE,. BREE—LEEREXRNMERETELI.

« HBHRIBHU protein, Integration Host Factor, Protein H, Protein H1,
FirATL#h, HHU, IHFBIIRKRE .

——http://www.ebi.ac.uk/interpro/entry/IPRO00119
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MR ERHUR&E
BT AITNEE:
Ha. K48, SHh
DNARK S Rz MR
RyLEH ;
S5#FE: B
BHECERNIETEDLS
NI Y IEHE ;
25— LR
PYHRMES;
1KINLE B 7R,
HUZ 5DNAE I
cih, BEAAUEIE
12t BHNEIEHE

—K Drlica and J Rouviere-Yaniv Microbiol. Rev. 1987, 51(3):301.



DNA &4 ZERhistone-like (HU)AF3E & 1}
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Fig- 5. Stereowvievws of modeled HUxE3 octameric unit of the left-handed
multimer wwith DMNA fragment as a repeating unit of a spiral structure. The
c-subunit is in red, and the S-subwunit is IN blue. (a) Top wviewvw. (B) Side wvieww. The
HU o3 multimeric spiral is wrapped by DMNA in a left-handed solenoidal structure.

——Fusheng Guo, Sankar Adhya.PNAS,2007,104: 4309-4314
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» histone-like DNA binding protein (HU) 7533
sp.PCC 7002 191755 ;

Synechococcus

1

» MBIRFEHUEER, S S5SENEREREFENEH, X
RER D FHLH B RERRT .

y ARCHRERTFIAERENERFETAX Synechococcus sp.PCC
7002 HUEHITHI RS, VEASTHURDERIFER . FIURT M, SR IES
—EINIR, st Synechococcus sp.PCC 7002 HU# 1T L5 /A& AT
ST




MRE S

» MIEMRIRFIZFENERAZEINREFERR 7T HLH 4]

TIRER;

» XIDNAHREAL, AERBMEFEEREYMALERSETHEIT 27
ERYEpigenetic 121h, HMBEXMUMBITEERENFES T AATREE.
ERINREHITHI SRR

» STEGRA T ITERREE R ERRIES T o FHlH BB 3.

bB=1

y ROGCIRIBEEAREMEEZTEXMHUBITHI SRR, HUERZE
SRT M. S EBYIZINR, XFSynechococcus sp.PCC 7002 HU
HITEMIEI, UHAAMRE T &4 RS IHAIhEEEE E — B E Ao




SUERETAENVITHRMER

» Uniprot ##EEHh*t Synechococcus sp.PCC 7002 HUMEXE BRI E

L]
EHR&#R: DNA-binding protein HU
ERAKR/N: 92AA
EWFEIHEE: 1. S 5DNAARS K48

2. DNAHIZES

W

53R :

"Complete sequence of Synechococcus sp. PCC 7002

LiT,ZhaoJ., Zhao C., LiuZ, Zhao F., Marquardt J., Nomura C.T., Persson 5., Detter J.C., Richardson P.M., Lanz C., Schuster S.C., Wang ., Li 5., Huang X, Cai T, Yu Z, Luo J., Zhao J., Bryant D.A.
Submitted (FEB-2008) to the EMBL/GenBank/DDBJ databases

Cited for: NUCLEQTIDE SEQUENCE [LARGE SCALE GENOMIC DNA].

Strain: ATCC 27264 / PCC 7002 / PR-6.




KEGGHUEEPHKXLER

[ Synechococcus sp. PCC7002: SYNPCCT7002_A1965 —

Entry SYNPCCTOO0Z2 21965 CDS TOOEES
Definition|DNA-binding protein HU
Orthology (E03530 DNA-binding protein HU-beta

Organism |(syp Synechococcus sp. PCCT00Z2

Class \BRITE hierarchy)

SSDB \Ortholog) ( Paralog J | Gene cluster ) (_ GFIT )
Motif Pfam: Bac DNA binding DUF44%9& HU-DNA bdg
. Motif J

Other DB= (NCBEI-GI: 170078570
HCEBI-GeneID: &053703
CyanobBase: SYNPCCTO0Z RIS9635
UniProt: B1lXgQ7

Position 2048702, .2048380

. Genome map)

BAL seq 92 aa | AA seq ) | DB search)

MNEGELVDLVAERAGISREQADSVISATVEATMETVANGDEVILVGFGSFEPRHRFARES
ENPFETHNEFMOIPATTVEAFSAGEQFREEMVAPE

NT seq 279 mnt MT seq +upstream( nt +downstream( nt

atgaataaaggcocgaattagtcgatttagtocgotgagaaagoctggtatcagocaaaaagoag
gocagattoctgtgattagtgocaccocgtagaggocaatcatggaaacocgttgocaatggtgac
aaagtaaccctogtocggttttggoctococtttgaaccocogocacocgoaaagogagagaaggt
cgcaaccoctaagaccaacgaaaaaatgoaaattoccagocaaccacagtgococogoattttot
goctggtaaacagtttaaggaaatggttgococococtaaatag

DBGET integrated database retrieval system



STRINGZ 1R
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i synpcc7o02_A0119

ARG R -

=y V4

Tﬂﬁgmﬂﬁliﬂi 2 H -

1.pheS: ERABRIRNAGKEETEx, 41E: 0.885;
2.miaA: tRNA A (2) REREHREREZE, 71E: 0.875;
3.SYNPCC7002_A0119: H4#DNALAER, #H1E: 0.864;
4.rpoA: DADNAXIEIRAIRNAZ BEET Ho, 41E: 0.846;
5.hemE: FRAMKIZERREEE, 71E: 0.845

In™

XEZEBRBoE2BEIHFINE 2N
3R, RZABHHIKILHIE!



BLASTZ4 3R -

HTHUEREARNRMERZEH ZHEE, RERS

1005, FRIAZENCBIFRESYNPCC7002_AT965HUEE
E&ﬁﬁﬂl&ﬁBLAST HANBRIT100%~%, HXTA205%F
Fi 1T RS EE X 1 R G B9




MEGAS .25 L XTLE R -

Protein Sequences

Species/Abbrv
1. DNA-binding protein HU Synechococecus sp. BCC 7002 ke ki VINAEVELIM

2. bacterial nucleoid protein Hbs Leptolyngbya sp. PCO
3. bacterial nucleoid protein Hbs Cyanobacterium stani
4. bacterial nueclecid protein Hbs Cyancbacterium aponi
5. bacterial nucleocid protein Hbs cyancbacterium UC¥N-
6. DNA-binding protein HU Symechococcus sp. PCC 7335
7. bacterial nuclecid DNA-binding protein LeptolyngbyaM
8. histone family protein DHA-binding protein Nostoc g
5. histone family protein DNA-binding protein Znabaeng
10. histone family protein DNR-binding protein Calothr
11. histone family protein DMA-binding protein Calothr
12. nuclecid protein Hbs Oscillatoria sp. PCC 6508

13. Histone-like protein DNA-binding protein Cylindrog
14. histone family protein DMA-binding protein Oscillg
15. histone family protein DHA-binding protein Microco
15. bacterial nuclecid protein Hbs Moorea producens 314
17. histone family protein DNA-binding protein Cyanoth]
18. bacterial nuclecid DNA-binding protein Pleurccapsg|
15. histone-like DNA-binding protein BEnsbzena sp. S0
20. bacterial nucleoid DNA-binding protein Leptolyngby]

EER NN

L

] & B & B R kR R R E R R

RN

i veEl=Bv
L EEv2ER=Ev|

tb x4k R h &4 HCyanobacterium aponinum PCC 106055 aJHbs&E
BN EERFINSHEMZENFIRA—H, X2—M2007FEEXFH

ZmR PARIAHEESE, ErREARSEREENEENRE, BT
EES:ER




ARG X BENUE:

Neighbor-Joining tree:

Maximum Likelyhood tree:

histone family protein DNA-binding protein Anabaena cylindrica PCC 7122
histona family protein DNA-binding protein Calothrix sp. PCC 6303

histone family protein DNA-binding protein Calothrix sp. PCC 7507

histona family protain DMNA-binding protein Nostoc azollae 0708

Histone-like protein DNA-binding protein Cylindrospermopsis raciborskii CS-505
histone-like DNA-binding protein Anabaena sp. 80

nucleoid protein Hbs Oscillatoria sp. PCC 6506

histone family protein DNA-binding protein Oscillatoria nigro-viridis PCC 7112
histona family protain DNA-binding protein Microcolaus vaginatus FGP-2

bacterial nucleoid protein Hbs Moorea producens 3L
bacterial nucleoid protein Hbs Cyanobacterium stanieri PCC 7202

— bacterial nucleoid protein Hbs cyanobacterium UCYN-A
99 L histone family protein DNA-binding protein Cyanothece sp. ATGG 51472

bacterial nucleoid DNA-binding protein Pleurocapsa sp. PCC 7327
— DMA-binding protein HU Synechococcus sp. PCC 7002

99 L—— bacterial nucleoid protein Hbs Leptolyngbya sp. PCC 7376

bacterial nuclecid DNA-binding protein Leplolyngbya sp. PCC T375(2)

80 \_|: DNA-binding protein HU Synechococcus sp. PCC 7335
a1

bacterial nucleoid DNA-binding protein Leptolyngbya sp. PCC 7375

bacterial nucleoid protein Hbs Cyanobacterium aponinum PCC 10605

55 histone family protein DNA-binding protein Anabaena cylindrica PCC 7122

J‘E histone family protein DNA-binding protein Calothrix sp. PCC 6303

3% histone family protein DNA-binding protein Calothrix sp. PCC 7507
70 L histone family protein DNA-binding protein Nostac azollae 0708
Histone-like protein DNA-binding protein Cylindrospermopsis raciborskii CS-505
% 453(: histone-like DNA-binding protein Anabaena sp. 90
nucleoid protein Hbs Oscillatoria sp. PCC 6506
21 4&3'; histone family protein DNA-binding protein Oscillatoria nigro-viridis PCC 7112
99 histone family protein DNA-binding protein Microcoleus vaginatus FGP-2

35 — bacterial nucleoid protein Hbs Moorea producens 3L
apl— bacterial nucleoid DNA-binding protein Pleurocapsa sp. PCC 7327

bacterial nucleoid protein Hbs Cyanobacterium stanieri PCC 7202

23

16 |—: bacterial nucleoid protein Hbs cyanobacterium UCYN-A
90 histone family protein DNA-binding protein Cyanothece sp. ATCC 51472

bacterial nucleoid DNA-binding protein Leptolyngbya sp. PCC 7375(2)

56 |—(: DNA-binding protein HU Synechococcus sp. PCC 7335
65 bacterial nucleoid DNA-binding protein Leptolyngbya sp. PCC 7375

[ DNA-binding protein HU Synechococcus sp. PCC 7002

90 L—— bacterial nucleoid protein Hbs Leptolyngbya sp. PCC 7376

bacterial nucleoid protein Hbs Cyanobacterium aponinum PCC 10605



HEBEITE
-

LR BT
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. DNA-binding pratein HU Synechococcus sp. PCC 7002 0027 003 0025 0042 0044 0042 0039 0041 0041 0041 0042 0041 0044 0044 0040 0043 0044 0041 0.040
!, bacternial nucleoid protein Hbs Leptolyngbya sp. PCC 7376 0.077 0029 0026 0040 0042 0040 0033 0039 0039 0039 0040 0041 0042 0042 0040 004 0043 0033 004
3. bactenial nucleaid pratein Hbs Cyanobacterium stanier PCC 7202 0154 0165 0026 0033 0041 0043 0033 0032 003 0032 0033 0037 0035 0036 0033 0037 0040 003 0043
| bacterial nucleoid protein Hbs Cyanobacterium aponinum PCC 10605 0823 0912 0912 0025 0025 0025 0028 0028 0028 0028 0026 0028 0026 0026 0026 0025 0026 0028 0025
3. bacterial nucleoid protein Hbs cyanobacteriun LCYM -4 0138 0209 0165 0923 0043 0043 0038 0043 0043 0044 0043 0041 0045 0045 0040 0027 0042 0041 0.043
5. DNA-binding protein HU Synechococcus sp. PCC 7335 0138 0198 0165 0923 0253 003 0040 0039 0039 0038 0040 0044 00329 0039 0043 0048 0046 0033 0044
*. bactenial nucleoid DNA-binding protein Leptolyngbya sp. PCC 7375 0209 0220 0198 0923 0242 0110 0035 0040 0033 0041 0040 0039 0037 0037 0042 0043 0041 0036 0042
3. histane family protein DNA-binding protein Nostoc azollas 0708 0209 0187 012 090 0176 0220 0192 09 00E 0023 0027 0025 0032 0032 0031 0037 0039 0019 0044
1. hiztone family protein DNA-binding protein Anabaena cylindrica PCC 7122 0220 0198 0121 0.901 0209 0209 023 0.033 0.011 0014 0026 003 0.031 003 0.031 0.o041 0.042 0022 0.043
0. histore family protein DMA-binding protein Calothrix gp. PCC 7R07 0220 0198 01100 0901 0198 0209 0220 0022 0011 001e 0024 0029 0029 0029 0031 0041 0040 0020 0043
1. hiztone family pratein DMA-binding protein Calothrix sp. PCC 6303 023 0209 0132 0901 023 0209 023 0055 0022 0033 0023 0032 003 003 0032 0042 0042 0025 0042
2. nuclenid protein Hbs Dszcillatoria sp. PCC 6506 0220 0198 0093 0912 0209 0176 0176 0088 0077 0066 0077 0035 0019 009 0033 0042 0042 0031 0.044
3. Hiztone-like protein DNA-binding protein Culindrospermopsis raciborskii CS-505 00220 0209 0154 04901 0187 0231 0220 00BE 0099 0088 0121 0143 003 003 0035 0042 0040 0026 004
4. histone family protein DMA-binding protein Ozcillatoria nigro-vindis PCC 7112 0220 0198 0110 0912 0231 0176 0176 0110 0099 0083 0110 0033 0143 0000 0037 0045 0043 0031 0.047
5. histone family protein DMNA-binding protein Microcoleus vaginatuz FGP-2 0220 0199 01100 0912 023 0176 0176 0110 0099 0099 0110 0033 0143 0000 0037 0045 0042 0031 0047
E. bacterial nuclenid protein Hbs Moorea producens 3L 0209 01998 0121 0912 0187 0209 0209 0110 07110 01100 0110 0093 01548 011 o1 0040 0035 003 0.042
7. histone family protein DMA-binding protein Cyanothece sp. ATCC 51472 0209 0209 0143 0923 0077 0253 0242 015 0187 0176 0209 0187 0176 0209 0209 0176 0045 0041 0045
8. bacterial nucleoid DNA-binding protein Pleurocapsa sp. PCC 7327 0220 0209 04187 0912 0198 0220 0198 0476 0187 0476 0176 0476 04176 0476 0176 0143 0209 0033 0.045
3. histone-like DNA-binding protein Anabaena sp. 90 0220 0198 01100 0901 0198 0209 0209 0044 0055 0044 0077 0093 0086 0099 0099 012 0176 0165 0.04z2
0. bacterial nucleoid DNA-binding protein Leptolyngbua sp. PCC 7375[2] 0220 0220 0209 0923 023 0176 0209 0253 0253 0253 0253 0220 0220 0242 0242 0209 0242 0242 0242

» & Synechococcus sp.PCC FRIDNAEEEBHHUSISESH
HiE BB ERBITEPCC 7376 HbsHEE IR AR,
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{EFASMARTXY sp. PCC 7002 HURY & B B8 =51 i3 1745 ¥ 158 Fa sl

Length 92 as

I Source database UniFrot

Identifiers B1XQQ7_SYMP2, B1XQOQ7

!

Confidently predicted domains, repeats, motifs and features:

Name Start & End E-value

BHL 1 90 1.396-43

Outlier homeologues and homologues of known structure|

Mame Sequence Start - Ena
BlastBHL DBH_AMASPE 1-20 1 =1}
PDB:1P78|B 1p73 1 o1
SCOP.dlexea diexea 1 89

Features NOT shown in the diagram: &3

rame Starn a End E-vaiue Reason

Plam Bac DA 1 a0 3 Sg-30 RN A




R IESynechococcus sp.PCC 7002 HU ¥
G RARE L REWRMNER:

InterPro#4:
BEEPE

In>™ b

JH oHl

m1l-91
SWISS-MODEL

Structural predictions BN Sw Bl=QOT

no IPR
Molecule: DNA-binding protein HU
Polymer: 2 Type:
Length: 94

I1P5] Chains: A, B, C,D
Organism  Anabaena sp.
Gene Names hup hanA asr3935




fEPDB#iEEE R ADNA binding protein HU,# &2 M4
EHEBERISNEAEN, RIMTEEPHBIEANEEREETT:

SHUE WU esz  liest 17 iprs

Histone-  Dna-binding Hu from Anabaena  Anabaena

like protein hu from  thermotoga hu-dna HU-DNA

protein bacillus maritima cocrystal corcrystal
stearothermophi structure structure
lus (ahub) (TR3)

Anabaena HU-
DNA cocrystal
structure (AHU?2)

1RIY 2NP2 1MUL 2097 3C4l 4DKY

HU mutant Hbb-DNA Crystal Crystal Histone like
V42| from complex structure of Structure of  protein—-DNA
Thermotog the E. coli HU E. coli HU binding) from
a maritima alpha2 protein heterodimer Mycobacterium

tuberculosis

Histone like
protein—-DNA
binding) from
Mycobacterium
tuberculosis
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{# A Swiss—Modelxt Synechococcus sp.PCC 7002 HU# T4 {1EH)

Model Summary:
Model information:

Modelled residue range: 1 to 91

Based on template: 1p78B (2.25 A)
Sequence ldentity [%]: T6.923

Ewvalue: 1.43718e-27

Quality information:
QMEAN Z-Score: 0.266

Molecule: DNA-binding protein HU

1P78 Polymer: 2 Type:
Length: 94
Chains: A, B

Organism:  Anabaena sp.
Gene Names: hup hanA asr3935




{E FSwiss-PDB Viewer%}1P51&1P78FE B & E R iHIT o4

Figl1.1P51: Anabaena HU-DNA cocrystal Fig2. 1P78:Anabaena HU-DNA
structure(AHUG). cocrystal structure (AHU2).

——Swinger, K.K et al, (2003) Embo J. 22: 3749-3760




£ FHSwiss-PDB Viewerit A RIH#EE 37002 _HUE B S ai# T4

Fit:RMSD: 0.06 0.07

Fig2.LA1P7891RtR4ar)7002_HUZEHy 128!
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ZEMiTie

DNA binding protein HURE#%EIH ERBEFEN—LXEH, EFRMAE
HiEEPHEREEFEE, BRERFIIEXNRT;

M&E# E5kZE, DNA binding protein HUE A&t EXHRTTRY, KB4
AmonemerlH =P odZEM=NBREHERK, dimerZI LEMALEH (a
lobster-shaped structure)., XFhéEBFITL5EDNA.

SMARTFIMEME#{Tmotif#:Z E7~, DNA binding protein HU Z£X&EH{X
B—/NAKBIBHL(bacteria (prokary) histone like domain)&#ais;, BT
ZESDNA. HEI2 B E RHUE B R HRIDNAG S LS.

HE—LFEHAITHU LA XRIGER X RZMAEE, UREMERFER
o
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pathway%r#h, SHUE{EEBMTNEE;

» RSNSEEG . HURYERIE. 4h1k; RNARIAE S #T; RT-PCR; pull-
down; western blot; DNA binding SEI& 525,

» EATIRESCH : MEHURRREM, RRER. HUERIZRELR,
sﬁﬁEE@@,mg% RECRAMAYRE; WRARTAI QR
Tt Trescue B LR ; RARBRTZSLBWHHUBTENEE.
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