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Collaboration with BERFHIFAE , FKESR, FEHM—.
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Do Simple Things in Larger Scale
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Special Case: £<F]LXFFIRT7DHFK K (d=0)
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Algorithm 1 Multiple Sorting Method. d: Hamming dis- A ~
tance threshold, k: number of blocks. *ﬁ a \j b F ;£
I: funetion MurnipLeSorTiscMeTnon = N o
% Ie={l,.,n} D i{i — I\
3 B e % L :

i Recursion(!, H)

5 return

G end function

7: function RECURsION(S, 1)

8 if |[B] =k = d then

0 For (i
if

TRy Ik —dIZ
ELEBORT7DOHEHZ LT

13 end if

1 nd for

16: return

17: wnd il

18: [ for bin (max(B) + 1)..(k+ [B] + 1) da

10: J — Sorted indices based on beth block {8 }er

20: T + Intervals of equivalence classes in ‘Sj}“__r .

21: for each interval (r,y) € T do Equivalence Class
22 Recursion(J[x : y|, Bub) DHEIFHERM
23 end for

4 end for

s return

20: end Tunction

QYA UIERETOERTHELERR

Efg. EEAL (. EREZLDFEAIMNLELTREA
Locality sensitive hashing& ALV T, NUMLEZ{EDXF
FIZEH (RT9TF).
= FERILI=ARIRILIE, FRILI=XF 2735
= FEMESUA LS
= oA EERAVLNIE. 12— yREER. JaccardfR#HE
[C&BHEFELARE

Missing edge ratio (R7Z R 9 HEE)Z10"-6LLFIZHIZ S
Cover tree (Beygelzimer et al., ICMLZOOé)cj:") 1 Oﬁ:‘ Lt _I%_E
160 A EDEGRT—5E AL TEER

RNGRILE. O/1DXFEHIZE5HET S

T
Az, xj) =1 —

lzilllle; "

= OY AR
= Locality sensitive hashing

* DRIEDARIMIVERSIDO/1XFIIZT S
s SUSLBFETUML. AAZ0.35RAE1ET D

N el
N T

°: 1101

A

A:0111

Cosine LSH

= R € RPXE N, ) DHL T ILENI=TUH LATF
n E_f%
sig i=sign(rle). k=1,...,4

JEEEEERIL, AECH
Pr (s # sj) = 4, Vk,
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Eq = {(i,7) | HamDist(s?,sg) <d,i<j}.
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False negative rate® L [R: Missing edge ratio

= False negative® A A&
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= MNIST (60,000 points, 748 dims)

= Tinylmage (100,000 points, 960 dims)

= Missing Edge Ratiost D=6, ForHo T Yoy

= JYAUIEBEDRIE: 0. 151
= EF v UE32E Uk
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= Lanczos Bisection (JMLR, 2009)& 3t #%
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= Missing Edge Ratio < 1.0x10®

» 160 EBDERTHEUERES. 4. 3FHTUE
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Near duplication detection in up to 1.6 million images at
thresholds 0.05m (left), 0.10m (middle) and 0.15m (right)
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SketchSort THELl G 5 R7 & 51| %
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& (Homolog)
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Similarity between two binding sites

cos =
Wl

SketchSort 1

= SIEMMEL - -HEMEMERAE
= £ R|ZSketchSortEMIT3 : 28T 3 O RS
= OH 4 U OREIE0.85T88,194,290 D X7 Z it

 High (0) (a2ba)
+ Real-valued vector | SH (Random Projection)
Ry — Eg

X
L} r
a & © hash tables
N x’ a :
o

Similar ADP- and putative-binding sites shared between
DR_0571 protein (PDB ID: 3C4N, CATH code: 3.50.50.60) and
ThiS-ThiF complex (PDB ID: 12ZUD, CATH code: 3.40.50.720)

R1B4IR106

EROEEICH ., BIICHELMERL

Approved by in-silico modeling in Lehmann et al.,
Biochemistry, 2006.

ZAFUTEFR
Similar NAI- and putative-binding sites shared bety
KTN (K+ transport, tide binding) d in (PDB ID: 1LSU, CATH code: 3.40.50.720) and
Methyltransferase (PDB ID: 3CC8, CATH code: 3.40.50.150)

#8540 © Structural Genomics (JCSG) ~7 '

494




BhyIZ

" BEGERTHUERREERE
» HEIZBFARDT—EAHRZD
= BRRGDFITBTACANEZLND

= O—R[EIBEDL

495





