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Protein Symmetry RCSB PDB's Comparison Tool calculates pairwise sequence (blast2seq,

Needleman-Wunsch, and Smith-Waterman) and structure alignments.

#® Deposit Structure Quality (FATCAT, CE, Mammoth, TM-Align, TopMatch).
Map Genomic Position to Comparisons can be made for any protein in the PDB archive and for
Q Search Protein customized or local files not in the PDB. Special features include support for
Third Party Tools both rigid-body and flexible alignmentis and detection of circular
permutations.
Ed Visualize PDB Statistics
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both rigid-body and flexible alignments and detection of circular
permutations.

1CIV 1SMK
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Calculate pairwise sequence or structure alignments.

blast2seq Sequence Alignment Results

Alignment Details: Query: Subject:
NADP-MALATE DEHYDRO SE Malate dehydi glyoxysomal
P d Query: Subject:
4 PDB ID: 1icv PDB ID: 1SMK
ChainID: A Chain ID: A

EC number: 1.1.1.82 EC number: 1.1.1.37

Comparison Method

Select these two chains for other comparison: -— Select Comparison Method — =
Click here to align other protein chains. Back to the all vs. all search results for 1CIV.A or 1SMK.A

Text Representation of the blast2seq Sequence Alignment Acknowledgements

Query : ICIV.E Click Here to show the acknowledgements
Subject: 15ME.L related to our structure comparison feature.
Query=

(385 letters)

Comparison Tool

Calculate pairwise sequence or structure
> alignments.
Length = 326

Length = 328

Score = 34.3 bits (77), Expect = Se-0&
Identities = 65/253 (25%), Positiwves = 937253 (36%), Gaps = 28/253 (ll1%)

Query: 435 VAVSGAAGMISNHLLFELASGEVFGEDQPISLELLGSERSFARLEGVAMELEDSLYFLLE 104
WA+ GRAG I L + + +3+ L GV ++ +
Sbjet: 11 VAILGAAGGIGQPLAMIMEMNEL------ VSVLHL---YDVVNAPGVIADISHMDIGREVV 6l

Query: 105 QVSIGIDPYEIFQDAEWARLLIGRA-KPRGPGMERADLLDINGQIFAEQGEALNAVASENVE 163
+ +5 E +++ &2 PR EGMRIOL IN I + + 2 E
Sbject: 62 RGFLGROULEAALTGMDLIIVEAGVEPRKPGMIRDDLFEINAGIVEILCEGI-RKCCERAL 120

Query: 164 VMVVGNPCNINALIC---LENAFNIFPPENFHALTRLDENRAKCOLALKAGVFYDKVSHVT 220
V+ NP N+ I K& PK +I LD BR +& G+ v
Sbjct: 121 VNLISWNEFVNSTVEIAAEVFEEAGTYDPKRLLGVIMLIVVRANTFVAEVLGLDFRDVDVEWV 180

Query: 221 IWGNHSTIQWVEDFLNAKIHGIFVIEVIRDREWLELEFTNMVQIRGG--VLIKKWGRSSA- 277
+ G+ T +F K B+ + 4L D N GG V+ KG 5A
Sbjct: 181 VEGHAGVIILFLLSQVE---FPSSFIQEEISYLIDRIQN---—- GEIEVVERKAGAGSAT 232

Query: 278 ---ASTAVSIVDA 287
A LV Dh
Sbjct: 233 LSMARYRAVKFADA 245

Score = 15.8 bits (29), Expect = 1.9

Todem+dss ] FET-1-% n, P 1049 L1475




QDJCTI 141 VNLIONEVNOLVELAAERVERKAGDL TUFEKLLGY IMLUVVEANLE VARV LLUFKUVUVEY 10U

Query: 221 IRGNHSTIQVEDFLNAKIHGIFVIEVIRDREWLEDEFTNMVQTRGG--VLIEEWGRSSA- 277
+ G+ T +F K E+ + +L D N G V+ KG Sh
Sbjct: 181 VGGHAGVIILPLLSQVE---FESSFIQEEISYLIDRIQH---——-— GETEVVERKRGAGSAT 232

Query: 278 ---RSTAVSIVDA 287
L LV DR
Sbject: 233 LSMAYRRVEFADR 245

Score = 15.8 bits (2%), Expect = 1.9
Identities = 8/28 (28%), Positiwves = 12728 (42%)

Query: 346 EKIEKSEDELLAEKKCVRHLTGEGIRVC 373
+K  + 4L + EGIR C
Sbject: 88 REKPGMIRDDLFEINAGIVETLCEGIRKC 115

Lambda K H
0.317 0.135 0.403

Gapped
Lambda K H
0.2487 0.0410 0.140

Matrix: BLOSUM&2
Gap Penalties: Existence: 11, Extension: 1
Number of Sequences: 1
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