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cgcacagcagacatggceegaggtggagaccaccaccaacgtgggtgtgecegggegetag

gogttcagaatcogatgatgoccaggtgogegtygggggctgcggocatacaacgtccgty

tgCCctggeectgcgecoctgectcaacggeggcaagtgcatcgacgactgogtcacyggs

aacccctcctacacctgetectgectetegggetteacggggeggaggtgceacetggac

gtgaacgaatgtgocteccagecctgtcagaatggtgggacctgtactcacggeatcaac
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agtttccgetgecagtgeccggetggetttgggggacecacctgtgagacageccaatee
VvV E N G 8§
coctgtgacaccaaagagtgtcaacatggtggccagtgccaggtggagaatggotctgeg
7 C Vv C @ B G ¥ T G A A C E M D V D D
gtgtgtgtgtgccaggccggatacaccggagcagcctgcgagatggatgtggacgactgc
P D P C L NGG S CV DL V GNY T
agcectgaccoctgectgaatggaggetettgtgttgacctagtggggaattacacctge
¢c A F P F K G L R CETGDHZPYV P
ttgtgtgccgageccttcaagggacttogotgtgagacaggagaccatccagtgecagac
L c L s AP CHNGEGGT TV DADG QG ¥
goctgoctctoggoccoottgecacaatgggggcacctgtgtygatgcggaccagggctac
v ¢ E C P E G F M LDCRETRTYPD
gtgtgcgagtgccccgaaggcttcatgggcctygactgcagggagagagtccccgatgac
ECRNGG RO CLGANTTTLTCQ C
tqtqaqtgccqcaacgqaqqcaqatqcctgqchccaacaccaccctctgccaqtqcccc
L F F G c T A M P CNMZN
ctqqqattctttngcttctctqtgaatttgaaatcacagccatqccctgcaacatgaac
Q D G & ¥ cC M EHB GG 8 ¥ L c V
acacagtgeccagatgggggeotactgeatggagecacggegggagetacctetgegtetge
T D HNASHSTILGPESPCDSDGP C
cacacegaccacaatgccageocactccetgecateaceetgegacteggaceectgette
G G s c DA HDDSY¥YTCEC®PRG
aacggaqqctcctchatgcccatqacqactcctacacctgcqaqtqcccchcggqttc
G XK H C E R AR P HTL C 8
cacggcaaqcactchagaaaqcccggccacacctqtqcagctcagqgccctqccgqaac
G T CKEZAZGGE Y H C S T
gggggcacgtgcaaggaggcgggcggcgagtaccactgcagctgcccctaccgcttcact
H s C A S G P CEHUNG
caqactcgtqtqcctctqqcccctqtcacaacqqc
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T ¢cF H Y I ¢ K Y KGcDGCZPT®PGEF S
ggcacctgettecactacat tggcaaatacaagtytgactgtcocecaggettetecggy
R H CE I A P S P CF R S P CV NG G
cggeactgegagatageccecteccectgettecggagecegtgtgtgaatgggggeace
E DR DTDGF F C HGCOQZAG G Y MG R
tgcgaggaccgggacacggatttottotgocactgecaagcagggtacatgggacgccgy
c o aE YV DCG®PDPEETYV KHATL R
tgccaggecagaggtggactgoggccocccggaggaggtgaagcacgccacactgegette
G TR L & AV AL Y A CDRZEGY S L
3aCcggcacgeggetyugcycgytggccotytatgcatytgaccytygotacagectgage
AR P S R I R V C QP H GV WS EZP P Q
qcccccagccqcatccqqqtctgccagccacacqqtgtctgqagtqaqcctccccaqtgc
E I D ECR S QP C L HG G ¢ a D
Cttgaaatcgatqaqtqccqgtctcagccqtqcctqcatqggggctcttqtcaqqaccqc
vV R G ¥ G cC E L
gttgctngtacctqtqcctctgcaqcacaqgctatqaqggcgcccactgtqaqctqgag
D E C R A H P C R
agggatgagtgcegagetcacccgtgcagaaatggagggtectgeaggaaceteccaggy
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gcctatgtotgocggtgccctgcaggcttegttggagtecactgtgagacagaggtyggac

gcctgcgactocagocaectgccageatggaggocggtgtgagagcggcggeggggcctac

P E S F F G Y H CET YV S D P C
ctgtgcgtotgeecagagagottettoggetaccactgcgagacagtgagtgaccectge
F S s P CcC G GR G Y ¢ L A S N G S H § C

ttetecagccoctgtgggggccgtggctattgectggccageaacggoteccacagetgc
C KR ¥V GG ¥ T G E D C A K E L F P P T A
3cCtgcaaagtgggetacacgggcgaggactycgecaaagagetotteccacegacggec
K M E R V E E 8 G Vv 8 I S W N P P N
Ctcaaqatgqaqaqaqtgqaqqagagtqqqqtthtatctcctgqaacccgcccaatggt
P A AR O ML DG Y A V T S D G 8§
ccagccgccaggcagatgcttgatggctacgcggtcacctacgtctcctccgacggctcc
Y R R T D F ¥V D R T R S S H Q L Q &2 L &
taccgccqcacaqactttqtqqacaggacccqctccthcaccaqctccagqccctggcg

N { R N § N N
qccqgcaqggcctacaacatctccqtcttctcaqtqaachaaacagtaacaacaagaat
I 8 R P AV LLARTURPRPV E G
gacatcaqcagqcctqccqtqctgctggcccgcacchaccccgccctgtgqaaqqcttc
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gaggtcaccaatgtgacggctagcaccatctcagtgcagtgggccctgcacaggatccys

E

catgccaccgtcagtggggtecgtgtgtocatccgecaccctyaggccctcagggaccag
T

a

ccaccqatqtqqacaggagtqtgqacaqqttcacctttaggqccctgctgcctqqgaaq

ggtacaccatccaqctgaccaccctcaqtqqgctcaqqqgaqaqqagcaccccacagaq
P P AN
agcctqqccaccchccgacqcacqtgtqqacccgqcccctgcctccaqcaaacctgacc

qccqcccqaqtcactqccaCthtqcccacqtgqtthqqatqccccgactccaqqcagc

ttgctggaggcttatgtcatcaatgtgaccaccagccagagcaccaagagccgctatgtc

cccaacgggaagetggegtectacacggtgegegacotgetgecgggacggeggtaccag
s

ctctctgtgatageagtgeagageacggagetcgggecgeageacagegageecgeccac
r s P R D ¢ A D R R W H
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3182 ctctacatcatcacctcccccaggyatygcyctgacagacyctggcaccagyyaggacac

[ R v o P E TR T T
3242 caccctegggtgoctcaagaacagaccgcccccggogegectgecggagetgegectgete

Kb woapsespsagr P RF — vB
3302 aatgaccacagcgoccocgagacccocacctagoccccccaggttctcggagctigtggac

[ v s am oo 2 v R
3362 qqcagaqgaagagtqagcgccaqqttcgqtggctcacccagcaaaqcagccaccgtgaqa

N« . - 1056
3422 tcacaacccacaqccthchcaqctcgagaacatgqaqqaaqcccccaachqgtcaqc

L AL QL P EHG S KD I G NV P G N C 1076
3482 ctggccctccagetcoctgaacacggcagcaaggacatecggaaacgtecctggecaactgt

5 E N P C Q N G G T C P G A D A 5 C 1096
3542 tcagaaaaccoctgtcagaacggaggcacttgtgtgecgggegcagacycccacagotgt

D ¢C G P G F KGRRUZCETLA AT CTIIZERKVYV S R 1116
3602 qactchqgccaqqqttcaaagqcaqacqctchagcthcctqtataaaqgtqtcccqc

c s T v wW E G G ¥V C 1136

3662 ccctqcacaaqgctqttctccgaqacaaaggcctttccaqtctqqqangagchtctqt

H H VvV Y v R V H Qo D I 1156
3722 caccacgtgtataaaagagtctaccgagttcaccaagacatctgcttcaaagagagctgt

E s T 8 L K K T P N R K Q0 8 K 8 Q T 1L E 1176
3782 gaaagcacaagcctcaagaagaccccaaacaggaaacaaagtaagagtcagacactygag

E § *
3842 aaatcttaaggatttaagacgttcttgttacactccaccaacctcacgagtttctaacac 35801

T
Annotaion Key
SEEBEIEERE : rxtracellular domain of unknown function in nidogen
(entactin) and hypothetical proteins
.177, 180..216, 256..292, 300..333, 415..446, 454..485, 490..524, 533..562,

€22..658, 6€62..696, 698..734, 1181..1212: EGF CA : Calcium-binding EGF-like domain,

present in a large number of membrans-bound and extracellular

(mostly animal)proteins. Many of these proteins require calcium for
their biological function.
“¥%Not annotated in sequence above, lock at figure below.

Complement control protein (CCE) modules

repeats SCRs or SUSHI repeats) have been identified in

proteins of the complement system

(aka shors consensus

several

N : 1 crcccin ype 3 domain; One of three types of
internal repeats found in the plasma protein fibremectin.
Its tenth fibronectin type III repeat contains an RGD cell

zecogmition sequence in a flexible loop betwsen 2 strands.

RED TEXT: Alpha helix domains in secondary structure
FURFLE TEXT: Beta shest domains in sescondary structure
5-T: Rinase Dependent Phosphorylation sites score > 0.8
s-97 PEC 0.584

T-473 PEC .82

s-716 PEC B2

5-747 PEC

5-801 FEC

T-828 PEC

T-839 PR

5-910 FEC

5-938 PEC

T-1034 PRC S0

5-1056 PR 86

5-1170 PRAE .83

Highest Score: 0.93 PKC at position 747

w¥ncetylation prediction, 1 seguence (most likely a degradation signal
Sequence + Context Score Acetylation
sequence 2 A --MAEVE 0.479 yes




