Oco6eHHOCTH MOJIEKYIIPHOM

3BOJIIOITUU

2. DyHKIIMOHAJIBHO MeHee Ba>KHbIe
MOJIEKVJIbl UJIU UX YaCTU
S5BOJIIOIIMOHUPVIOT (HaKaIlJIMBas
SBOJIIOIIMOHHbIE 3aM€eHBbI) ObICTpee,
yeMm 00Jiee BasKHBIE

3. MyTallMOHHbIE 3aMEHBI,
[IPUBOSIIME K MEHBIIINM
HapVIIEeHUAM CTPYKTYPhI U (DVHKIITUU
MOJIEKVJIbIl (KOHCEpBaTUBHbIE
3aMeEHBI ), B XOJI€ 3BOIIOLIUU
[IPOUCXOOAT Yallle TeX, KOTopkIe
BBLI3BIBAIOT CYII[ECTBEHHOE HapVIIIeHUe
CTDVKTVDEI Vi ODVHKIIMU 3TOU
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i S echt et al., 2013.
JTaupmadT MyTabUIBHOCTH afipeHepruuecKkoro perentopa ADRB2
yejioBeKa. CMogennpoBaHbl 3 (MEKThI OT 3aMeHbl aMUHOKHWCIOTHI
«IWKOTO0 THIIa» Ha BCe OCTa/IbHbIe (KpaCHBIM — CTPYKTYpPa U
bDVHKIING MeHAeTCd, 3eJIeHbIV — HEeUTPAJIbHOCTD)
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(a) — PacrnipepeneHue Ha CTPYKType
0e/Ika OCTaTKOB, U3MeHEeHVEe KOTOPHIX C
0oJIbIIIeN BepOSITHOCTHIO (KpacHee)
N3MEHUT QYHKIMIO, U (b) —
KOHCEPBAaTHBHOCTH OCTAaTKOB Cpeau
OPraHn3MOB (110 6a3e JaHHbBIX)
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Expression level

Figure 3 | Gene-expression level and rate of protein
evolution. Gene-expression level (measured as mRNA
abundance on a rich medium**’) correlates strongly and
negatively with the rate of protein evolution in yeast

(R* = 0.29 for individual genes). Evolutionary rate (non-
synonymous divergence) was calculated by Wall et al.*’
using sequences from four species of the Saccharomyces
genus. The same number of genes was assigned to each
bin. Boxes show mean *standard error.
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(a) TpaHCKpUNIMS YBeINUYNBAET JIONII0 CHOHTAHHbBIX MyTaluM (IOKa3aHo Ha E.
coli u S. cerevisiae)

(b) PeromObuHaAIIMOHHAA penapalnys IBYHUTEBBIX Pa3PbIBOB VBEIMUMBAET
YacTOTY TOYEUHbIX MYTAIIUN

(c) TeHbI, KOTOpBIE Y S. cerevisiae O/I>Ke K peKOMOMHAIIMOHHBIM TOUKAM
SKCIIPECCUPYIOTCS CUIbHEe, UeM OOIBIITMHCTBO JPYIUX

(d) BasKHBIe reHbI CKOHIIEHTPHUPOBaHbI B perMOHAaX C HU3KOM peKOMOMHAIMen
(rmokasaHo Ha S. cerevisiae u C. elegans)

(e) MeHee BasKHbIe I'eHbI Yallle SKCIIPeCCHPOBaHbI Ha 60/1ee HU3KOM VPOBHE,
yeM 0oJiee BasKHbIE

(f) Bomee BBICOKO 3KCIIPECCHpPOBaHHbIe OeJIKM 001aJar0T OO0JIBIIMM YK CIOM
0eJIKOB, C KOTOPBIMM OHH BCTYIIAIOT BO B3auMOIeHcTBIUe (Ha S. cerevisiae,
He ITO/ITBep>KAeHO HeKOTOPhIMHU MeTOIaMM )

(g) VY o6oiee BasKHBIX TeHOB B cpeqHeM 00JIbIlle B3aMOAENCTBUM C IPYTUMU.
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Yates, Sternberg, 2013.

HeKkoTophblie 6e/IKOBbIE TOMEHBI 00/1ee YCTOMUNBEI K
HEeCMHOHMMMWYHBIM 3aM€eHaM (T.e. B JaHHOM CJIydae pe>Ke
IIPOSIBIISIETCS KIIMHNUECKUHN 3PPEKT), UeM JIpyrue
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- acraparvH B MmeTamio-6eTa-makTamase (E.
coli) mpuBesia U3MEHEHUI0 PACCTOSTHUS U
repepacrpeieJieHUIO 3apsiga MesKIy
MOHAMU IIMHKa, YTO IIPUBEJIO K
HEeBO3MO>KHOCTH paclleIlIeHUs
AaHTHUOMOTUKOB.

Antibiotics (ug ml™")

Enzymes harbored in E. coli BL21 (DE3) Penicillin G Ampicillin Cefuroxime Ceftizoxime Meropenem
Wild-type NDM-1 512 =512 =512 64 16
D120N mutant 8 4 1 1 <0.5
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3meHeHUe B MecTe CBA3bIBaHUA ¢ HAII®OH, pacriono>kKeHHOMY
B VIaJIEHUU OT aKTUBHOI'0 LIEHTPA, B aJIKOT'OJIbJIerUiporeHase
Clostridium autoethanogenum 1IipuBeI0 K U3BMEHEHUIO B
crierfuUYHOCTH K CYOCTpaTy. B HEKOTOPBIX CIIyUIasIX
MeHSIJIach CrieupUUIHOCTb K KodpepmeHTy (HAITH BMecTO
HAJI®H)
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Variable

Surrogate

Comments

Expression levels

Expression breadth

Essentiality

Dispensability

Density of contact functions

Cost of biosynthesis

Functional category

Modularity

Intronic structure

Codon usage bias

mRBNA abundance
Protein cellular concentration
Gene expression in different tissues

Absence of growth after knockout

Decrease in growth rate after knockout

Connectiveness in protein-
protein interactions network (PPIN)

Closeness in PPIN
Betweenness in PPIN

Temporal connectivity of hubs in PPIN

Cost of amino acid biosynthesis

Protein length

Protein families, functional ontologies,

localization

A mix of PPIN, co-expression and

comparative genomics

Number and length of introns

It measures translation levels indirectly, usually requires knowledge
of highly expressed genes or optimal codons, and significant codon
usage bias; strong association [2,5,8].

Noisy data; strong association [4,6)

Little data available; unknown accuracy; strong association [13]
Only applicable to multicellular differentiated organisms; noisy data
(EST or microarrays); strong association [16], which vanishes when
expression levels are controlled for [15]

Some methodologies are error-prone (e.g. transposon mutagen-
esis); it only measures growth in one-by-one knockouts and in one
set of nearly optimal conditions; either no association [17,18] or it
vanishes when expression levels are controlled for [5]

The same experimental problems as essentiality; either weak
association or the association vanishes when expression levels are
controlled for [13,19-21]

Noisy data except in the rare and smaller curated data sets; the
association is weak in yeasts [22-24) and becomes even weaker
when expression levels are controlled for [13], suggesting it could be
artifactual [25]; in H. pylori, the association in not significant [26]
Weakly correlated (¢ <0.16) even before expression levels are
controlled for [24]

Weakly correlated (¢ <0.18) even before expression levels are
controlled for [24)

Proteins that are party hubs (i.e. have many simultaneous
connections) are more conserved than other hubs and even more
than the generality of proteins; strong effect that concerns only the
few proteins that are hubs [27]

Metabolic pathways vary and several organisms import rather than
produce many of their amino acids, which complicates the
computation of amino acid cost; the cost correlates negatively with
expression [28] but does not correlate with substitution rates in
bacteria [5] nor in Chlamydomonas (7]

Although smaller proteins evolve slower (15,29, the effect is weak
and likely to disappear when expression is controlled for, because
smaller proteins are also more highly expressed [30]

How should biologically pertinent categories be defined and
delimited? Some surrogates correlate {17], others do not [5];
proteins implicated in multiple processes evolve slower, although
the effect is extremely weak (< 1% of variance explained) even
without controlling for expression levels [31)

When PPIN party hubs are defined as intramodule hubs and date
hubs as intermodule hubs (see above), the former evolve
significantly slower that the latter [27); when modularity is defined
using a mixture of different variables including direct (physical) and
non-direct functional interactions, there is a co-association of
evolutionary rates within modules, which is weak but significant
when controlled for expression levels and is independent of directly
connecting pairs in PPIN [32]

Exonic splicing enhancers lower substitution rates in exons [33];
although highly expressed genes have smaller introns, the number
of introns is not significantly different [11]; the effect in protein
conservation is unknown but if it was predominant dS should also be
high and dN/dS should not increase with dN as it does; it is only
applicable to genomes with significant numbers of introns




