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[Ty6nnkaymoHHast akTMBHOCTb

VHCTUTYT, ABASSICH OAHUM U3 NPU3HAHHBIX AMAEPOB
POCCUIICKOI OMOAOTMYECKOI HAYKH, AKTUBHO ITyOAUKYeT
B POCCUIICKIMX U 3apyOEKHBIX )KYPHAAAX Ayulllvie HAyYHble
AOCTIDKEHUSL. B pesyAbTaTe NCCACAOBAHMI, TPOBOANMBIX
B VILIul' CO PAH no ¢pyHAQMEHTAABHBIM HAIIPABAEHVSIM,
3a nocaepnue msth Aet (2012-2017) B BbICOKOPENTHH-
rOBDBIX )KYPHAAAX, KOTOPblE MUHAECKCUPYIOTCSI B MEXKAY-
HapoaHoi 6asze Web of Science (WoS), ormybAnkoBaHsi
1194 cTarby € aBTOPCTBOM HalIMX COTPYAHUKOB. B uncao
STUX )KYPHAAOB BXOAST CAaMble MPECTVDKHBIE SKYPHAADI
C 0YeHb BBICOKMM MUMMAKT-PAKTOPOM, U CPEAU TAKUX
BBICOKOPEITUHTOBBIX KYPHAAOB MOXKHO MEPEYNCAUTD
Nature, Nature Genetics, Science, Scientific Reports,
Nature Communications, American Journal of Human
Genetics 1 MHOTME Apyrue. 32 IOCACAHME TIATh AeT
YBEAMYMAOCH KOAMYECTBO TYOAMKALIMIT COTPYAHUKOB B
MHOCTPaHHBIX KypHaAax. Ecan B 2010 roay MHCTUTYT
ory0AMKoBaA 139 ybAnKaLmit B MHOCTPAHHBIX )KYPHAAAX,
TO B 2016 roay yxe nosisuaoch 185 crareit. 3a 2011-2015
roabl, o AauHpiM ACY PUA — cuctembl, KoTopast pas-
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Population history of present-day Native Americans. The ancestors of all Native Americans
entered the Americas as a single migration wave from Siberia (purple) no earlier than ~23 ka,
separate from the Inuit (green), and diversified into “northern” and “southern” Native American
branches ~13 ka. There is evidence of post-divergence gene flow between some Native Americans
‘and groups related to East Asians/Inuit and Australo-Melanesians (yellow).
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INTRODUCTION: Most studies of human ge-
netie variation have focused on single-nucleotide
variants (SNVs). However, copy-number var-
fants (CNVs) affect more base pairs of DNA
among humans, and yet our understanding
‘of CNV diversity among human populations is
Timited.

RATIONALE: We aimed to understand the
ect

ancestral human genome and to assess dif-
ferences in CNV load between African and
non-African populations.

RESULTS: We sequenced 236 individual ge-
‘nomes from 125 distinct human populations and
identified 14,467 autosomal CNVs and 545
X-linked CNVS with a sequence read-depth
approach. Deletions exhibit stronger selective

variation by analyzing deeply sequenced ge-

pressure and are better phylogenetic markers
of population relationships than duplication

‘We compared the selective constraints of de-
letions versus duplications to understand pop-
ulation stratification in the context of the

We identified 1036 population-
stratified copy-number-variable regions, 205
of which intersect coding regions and 199 of
which exhibit extreme signatures of differ-
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paboTana AKapaemuert HayK AAsl yueTa HayKoMeTpuye-
CKIMX HOKa3aTeAell, LUTUPYEMOCTb PAaOOTHUKOB Hallleil
opranusaumu B PVIHL], oTHeceHHas K YMCACHHOCTU UC-
cAepoBareAelt, pasHa 24,8, TO eCTb Ha KOKAOI'O HAyYHOT'O
COTPYAHMKA IPUXOAUTCS OKOAO 25 IUTUPOBAHUI B APYTUX
nybAuKaumsix B roa. Llintupyemoctp paboTHUKOB Hayy-
HOI1 opraHusalmm B cucteme WoS 0Kas3aAach elie Bbllle:
3A€Ch Ha K&KAOI0 HayYHOro pabOTHUKA HPUXOAUTCS
26 uuTUpOBaHMIL BToA. 32 2016 1. onybankosano 240 cra-
Teit, 3aperncTpupoBaHHbIX B WoS, 0011iee KoAnuecTBo cra-
Tell B peLieH3upyeMbIX KypHaaax — 0oaee 400. B 2016 roay
CTaTb COTPYAHMKOB MHCTUTYTA LUTUPOBAAUCH B WOS
Ooaee 4227 pas, MX COBOKYIHBII UMITAKT-(PAKTOP B ITON
MEKAYHAPOAHOI Oa3e AQHHBIX COCTaBUA 657 — 3TO OYeHb
BBICOKIIT ITOKA3aTeAb CPEAM POCCUICKUX UHCTUTYTOB.
K Hos10pio 2017 roaa onydankoBano 205 cTaTei B Kyp-
HAaAAX, KOTOPble MUHAEKCUPYIOTCSI B MEXKAYHAPOAHDBIX
0asax WoS u Scopus. Tem caMbIM MHCTUTYT IIPOAOAXKAET
Hapal1BaTh CBOIO MYOAMKALIMOHHYIO QKTUBHOCTD U YBe-
AMYMBATD MOKA3aTEAN B 3TOM HATIPABACHUML
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The origins of neural systems remain unresolved. In contrast to other basal metazoans,
ctenophores (comb jellies) have both complex nervous and mesoderm-derived muscular systems
These predators also have ciliated locomotion, behaviour and
distinct development. Here we present the draft genome of Plerobrachia bachei, Pacific sea
gooseberry, together with ten other ctenophore transcriptomes, and show that they are
remarkably distinct from other animal genomes in their content of neurogenic, immune and
developmental genes. Our integrative analyses place Ctenophora as the earliest lineage within
Metazoa. This hypothesis is supported by comparative analysis of multiple gene families.
including the apparent absence of HOX genes, canonical microRNA machinery. and reduced
immune complement in ctenophores. Although two distinct nervous systems are well recognized
in many bilaterian pecific genes and genes of ‘classical neurotransmitier

Global human CNV diversity and archaic introgression of a chromosome 16 duplication. (Left) The
sampled are indicated on a world map (colored dots). The pie charts show the continental population alcle freg

(Right) The ancesiral strue

Denisova duplication structure (2) are shown in relation to their position on chvomosome 16, We estimate that t
years ago (ka) in the Denisova and then introgressed into ancestral Papuan populations ~40 ka.
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pathways either are absent or, if present, are not expressed in neurons. Our metabolomic and
physiological data are consistent with the hypothesis that ctenophore neural systems, and
possibly muscle specification, evolved independently from those in other animals.
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