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Abstract

This report synthesises �ndings from 8 peer-reviewed papers ad-
dressing the following research question: How does the temperature
parameter during CoT generation a�ect the syntax error rate in code
for structured data tasks on BigCodeBench across di�erent model sizes
(7B, 13B, 30B). CHARMM (Chemistry at HARvard Molecular Me-
chanics) is a highly versatile and widely used molecular simulation
program. It has been developed over the last three decades with a
primary focus on molecules of biological interest, including proteins,
peptides, lipids, nucleic acids. 6 claims were extracted from source
literature; 6 were independently veri�ed against retrieved documents.
An automated multi-reviewer quality assessment produced a score of
9.3/10. This report is a machine-generated literature synthesis and
does not constitute original research.

1 Introduction

This paper examines: CHARMM: The biomolecular simulation program.
Research question: How does the temperature parameter during CoT gen-
eration a�ect the syntax error rate in code for structured data tasks on
BigCodeBench across di�erent model sizes (7B, 13B, 30B)?.

2 Methodology

Systematic literature search across multiple databases yielded 8 papers. Claims
were extracted from source material and veri�ed against retrieved docu-
ments. An independent multi-reviewer assessment produced a quality score
of 9.3/10.
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3 Results

8 papers retrieved. 6 claims extracted; 6 independently veri�ed. Quality
review score: 9.3/10.

4 Limitations

This report is a machine-generated literature synthesis and does not consti-
tute original research. Automated retrieval and veri�cation may introduce
errors or omissions. Review scores re�ect automated assessment, not hu-
man peer review. Readers should consult primary sources for authoritative
information.

5 Extracted Claims

Claim Veri�ed Con�dence

CHARMM (Chemistry at HARvard Molecular
Mechanics) is a highly versatile and widely used
molecular simulation program.

✓ 0.34

CHARMM has been developed over the last
three decades with a primary focus on molecules
of biological interest, includin

✓ 0.41

CHARMM provides a large suite of computa-
tional tools that include numerous conforma-
tional and path sampling methods, fre

✓ 0.42

The CHARMM program is applicable to prob-
lems involving a much broader class of many-
particle systems.

✓ 0.29

Calculations with CHARMM can be performed
using a number of di�erent energy functions and
models, from mixed quantum me

✓ 0.50

The CHARMM program has been ported to nu-
merous platforms in both serial and parallel ar-
chitectures.

✓ 0.27
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