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SCOP: structural Classification of Proteins

Murzin et al (1995). J. Mol. Biol. 247, 536-540.

QuickTime™ and a
TIFF (LZW) decompressor
are needed to see this picture.

FSSP: Fold Classification based on Structure-
Structure Alignment of Proteins

aligned
structures
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OUTPUT FROM DALI
STRID2 Z RMSD LALI LSEQ2 %IDE PROTEIN

1bk5A 61.5 0.0 422 422 100 karyopherin apha fragment (importin alpha, srplp)
1bk5B 58.6 0.4 422 422 100 karyopherin alpha fragment (importin apha, srplp)
1bk6A 54.5 0.8 422 422 99 karyopherin alphafragment (importin alpha, srplp) biol
1bk6B 54.5 0.8 422 422 99 karyopherin alpha fragment (importin alpha, srplp) biol
lialA 47.0 2.0 412 438 48 importin apha (karyopherin alpha) biological _unit

3bct 34.1 3.8 395 457 17 beta-catenin fragment

leedA 33.1 2.3 354 423 24 karyopherin alpha fragment (serine-rich RNA polymerase
1qgrA 19.610.4 386 871 14 importin beta subunit (karyopherin beta-1, nuclear fact
1b3uA 15.711.1 363 588 14 protein phosphatase pp2a fragment

1gbkB 13.6 9.1 350 879 11 karyopherin beta2 fragment ran fragment

1irv 11.1 8.2 221 233 11 leucine-rich repeat variant (Irv) biological _unit

78

#?

78

>




78 *

> ?

4 %

8

6,

#$ ( *
7$$0

"$

$ (.

$3

$< 29

I$( =

K % 6




) 8*
/ 8*
5 x )
;ow
, 5 *
)
K .29 ,
N ¥ =
7 *
5 5 = 97
Oo* N
79
(
/ *,

6 8* !
!
(o]
*
/
* 8
K
46 8
K
| * *
9
K .

QuickTime™ and a
TIFF (LZW) decompressor
are needed to see this picture.
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