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FIG. 3B
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FIG. 6
Primitiv O erm i
Function \ Stage Gene (i %e:f) lineages H?c;’)aatog-l‘e‘ls;ts hepatocyte-
(8 hrto y like cells
day-1) (= day-4)
CXCR4 b - +
FOXAZ2 o - +
e SOX17 e+t ++ +
HHEX - + + 4t
Secretion of bile salts BSEP + ++ ++++
Thyroxin- and retinol-binding
protein TTR ++ - ++
Proteins carrier synthesized in
the liver ALB = i =
Tyrosine catabolism TAT ++ - I
Serine protease inhibitor SERPINA1 b ++ + 4+
Bile acid biosynthesis CYP7A1 ++ ++ -
Enzyme of glucose
homeostasis G6PC . N A
Hepatobiliary excretion ABCC2 + + e
Adipocyte differentiation C/EBPB + + +++
Reqgulator of several hepatic
genes HNF1a + + bt
Regulator cgesne::ral hepatic HNF4a > " P
Fetal a-fetoprotein precursor AFP - + +4+ %
IL-6-mediated barrier
protection CKa * N o
Gluconeogenesis PCK2 + + -
Drug and steroid metabolism
(phase 1) CYP2B6 + + -+
Liver glucagon synthase GYS2 + + ++
Hepatic transcriptional
activator HNF6 * * +
Enzyme of urea cycle CPS1 - + +
Ethanol catabolism (phase ) ADH1C + +
Hepatic gap junction CX32 + +
Drug and steroid metabolism
(phase 1) CYP3A4 + .
Hepatocyte migration PROX1 + 7
Tryptophan metabolism TDO2 + +
Cholesterol transport regulator APOF + +
IL-6-mediated barrier
protection CK18 *
Organization of bile duct CK19 + +
Pancreatic B-cell promoter, Betatrophin + +

Lipid regulator

Denotation: blank indicating expression <2-fold, +: >2-fold, ++: >10-fold, +++: >100-fold, and
++++: >1,000-fold *: only at fetal and post-natal stages
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Fixed modifications: Carboxymethyl (C)
Variable modifications: Oxidation (M)
Cleavage by Trypsin: cuts C-term side of KR

Sequence Coverage:

46%

Matched peptides shown in BOLD

1
51
101
151
201
251
301
351
401
451
501
551
601
651

MALFVRLLAL
VOKVIGTNRK
LPLSNLYETL
LPAEVLDSLV
QTHHYPNGIV
DTFETLRAAV
EALRDLLNNH
ITISNKDILAT
GNHLSGSERL
HGQTLETLGG
PMGTVMDVLK
PPRERSRLLG
LKNNVVSVNK
LEIFKQASAF

ALALALGPAA
YFTNCKOWYOQ
GVVGSTTTOQL
SNVNIELLNA
TVNCARLLKA
AASGLNTMLE
ILKSAMCAEA
NGVIHYIDEL
TLLAPLNSVF
KKLRVFVYRN
GDNRFSMLVA
DAKELANILK
EPVAEPDIMA
SRASQRSVRL

TLAGPAKSPY
RKICGKSTVI
YTDRTEKLRP
LRYHMVGRRV
DHHATNGVVH
GNGQYTLLAP
IVAGLSVETL
LIPDSAKTLF
KDGTPPIDAH
SLCIENSCIA
AIQSAGLTET
YHIGDEILVS
TNGVVHVITN
APVYOKLLER

unless next residue is P

OLVLOQHSRLR
SYECCPGYEK
EMEGPGSFTI
LTDELKHGMT
LIDKVISTIT
TNEAFEKIPS
EGTTLEVGCS
ELAAESDVST
TRNLLRNHII
AHDKRGRYGT
LNREGVYTVF
GGIGALVRLK
VLQPPANRPQ
MKH

GRQHGPNVCA
VPGEKGCPAA
FAPSNEAWAS
LTSMYQONSNI
NNIQQOIIEIE
ETLNRILGDP
GDMLTINGKA
AIDLFROAGL
KDQLASKYLY
LFTMDRVLTP
APTNEAFRAL
SLOGDKLEVS
ERGDELADSA
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