
Constantina Bakolitsa

List of Publications by Year
in descending order

Source: https://exaly.com/author-pdf/5736702/publications.pdf

Version: 2024-02-01

34

papers

1,167

citations

14

h-index

623188

33

g-index

395343

34

all docs

34

docs citations

34

times ranked

1680

citing authors



Constantina Bakolitsa

2

# Article IF Citations

1 CAGI SickKids challenges: Assessment of phenotype and variant predictions derived from clinical and
genomic data of children with undiagnosed diseases. Human Mutation, 2019, 40, 1373-1391. 1.1 10

2 Assessing computational predictions of the phenotypic effect of cystathionineâ€•betaâ€•synthase variants.
Human Mutation, 2019, 40, 1530-1545. 1.1 5

3 Assessment of predicted enzymatic activity of Î±â€• <i>N</i> â€•acetylglucosaminidase variants of unknown
significance for CAGI 2016. Human Mutation, 2019, 40, 1519-1529. 1.1 10

4 LUD, a new protein domain associated with lactate utilization. BMC Bioinformatics, 2013, 14, 341. 1.2 8

5 Correlated firing among major ganglion cell types in primate retina. Journal of Physiology, 2011, 589,
75-86. 1.3 65

6 TOPSAN: a dynamic web database for structural genomics. Nucleic Acids Research, 2011, 39, D494-D496. 6.5 17

7 TOPSAN: a collaborative annotation environment for structural genomics. BMC Bioinformatics, 2010,
11, 426. 1.2 19

8
The structure of KPN03535 (gi|152972051), a novel putative lipoprotein fromKlebsiella pneumoniae,
reveals an OB-fold. Acta Crystallographica Section F: Structural Biology Communications, 2010, 66,
1254-1260.

0.7 3

9
The structure of the first representative of Pfam family PF09836 reveals a two-domain organization
and suggests involvement in transcriptional regulation. Acta Crystallographica Section F: Structural
Biology Communications, 2010, 66, 1174-1181.

0.7 8

10
The structure of the first representative of Pfam family PF06475 reveals a new fold with possible
involvement in glycolipid metabolism. Acta Crystallographica Section F: Structural Biology
Communications, 2010, 66, 1211-1217.

0.7 10

11
Structure of LP2179, the first representative of Pfam family PF08866, suggests a new fold with a role
in amino-acid metabolism. Acta Crystallographica Section F: Structural Biology Communications, 2010,
66, 1205-1210.

0.7 3

12
The structure of Jann_2411 (DUF1470) from<i>Jannaschia</i>sp. at 1.45â€…Ã… resolution reveals a new fold
(the ABATE domain) and suggests its possible role as a transcription regulator. Acta
Crystallographica Section F: Structural Biology Communications, 2010, 66, 1198-1204.

0.7 9

13
Structure of the first representative of Pfam family PF09410 (DUF2006) reveals a structural signature
of the calycin superfamily that suggests a role in lipid metabolism. Acta Crystallographica Section F:
Structural Biology Communications, 2010, 66, 1153-1159.

0.7 18

14
The structure of BVU2987 fromBacteroides vulgatusreveals a superfamily of bacterial periplasmic
proteins with possible inhibitory function. Acta Crystallographica Section F: Structural Biology
Communications, 2010, 66, 1265-1273.

0.7 8

15
Structures of the first representatives of Pfam family PF06938 (DUF1285) reveal a new fold with
repeated structural motifs and possible involvement in signal transduction. Acta Crystallographica
Section F: Structural Biology Communications, 2010, 66, 1218-1225.

0.7 8

16
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Structure of the first representative of Pfam family PF04016 (DUF364) reveals enolase and
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