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Hame Seqlen Alignlen Gaps Gaplen Ident Similar Differ X Change Weight Description
CEAHM1 HOUSE CEAM1 HOUSE 521 45 7 24 159 26 336 70.825691 1.000000
CEAMZ HOUSE CEAMZ HOUSE 520 45 7 25 155 32 333 71.559631 1.000000
CEAM1_ RAT CEAM1 RAT 519 545 8 26 154 24 341 71.743118 1.000000
CEAMS_ HUMAN CEAMS_HUHAN 702 723 ] 21 190 11 5ol 73.720612 1.000000
CEAMA_HUMAN CEAMG_HUMAN 344 ieh 2] 21 193 11 140 47 123287 1.000000
CEAMA_ HUMAN CEAMB_HUMAN 349 370 B 21 192 10 147 48.10810%9 1.000000
CEAM1_ HUMAN CEAM1_ HUHMAN L26 45 ] 19 196 1z 318 64 036697 1.000000
CEAM? HUMAN CEAM?_ HUMAN 265 273 3 a 144 17 104 47 252747 1.000000
PSG3_HUMAH PSG3_HUMAN 428 435 3 7 130 36 262 70.114944 1.000000
CEAZ1_HUMAN CEAZ1_HUHMAN 293 303 4 10 111 26 156 63 366337 1.000000
CEAM3_ HUMAN CEAM3_HUMAH 252 264 5 1z 100 1z 140 62 121212 1.000000
CEAM3_RAT CEAM3_RAT 709 715 3 3 76 33 00 849 370628 1.000000
CEAMA MOUSE CEAMA MOUSE 265 271 3 [ 78 23 164 71.217712 1.000000
CEA16_HUMAN CEAl6_HUMAH 484 494 5 10 81 47 356 843 603241 1.000000
CEAZ(0_HUMAN CEAZ0_HUMAN gt 589 3 4 70 37 478 48 .115448 1.000000
CEA19_HUMAN CEA19_HUMAN 300 305 2 =) 34 40 226 88 852453 1. 000000
CEAB EAT CEAB EAT 30 a0 ] 0 2] 1 23 a0. 000000 1.000000
(4) Needle F1 Water 4347 17 2B ERER:
Alignment Alignment  length scope identity similarity  gaps
pairs types
CEAM5& CEA16 needle 772 450.5 18.5% 28.1% 46.4%
water 401 4745 31.4% 46.9% 8.7%
CEAM5& CEA19 needle 723 148.5 11.8% 19.6% 61.4%
water 395 157 20.3% 33.9% 34.7%
CEAM5& CEA20 needle 798 587 21.6% 33.6% 38.7%
water 521 601 29.2% 45.5% 18.2%
CEAM5& CEA21 needle 722 551 17.6% 22.7% 62.2%
water 254 564.5 46.5% 59.1% 6.7%
CEAM5& CEAM1 needle 722 1604.5 45.6% 52.2% 29.9%
water 520 1612 62.7% 71.7% 5.0%
CEAM5& CEAM1-MO needle 715 1025 33.3% 43.8% 29%
water 555 1028.5 42.2% 54.8% 11.4%
CEAM5& CEAM1-RA needle 706 974 32.2% 43.5% 27.1%
water 567 975 40% 54.1% 9.5%
CEAM5& CEAM2-MO needle 720 995.5 31.8% 43.1% 30.3%
water 560 999 40.2% 53.8% 13.2%
CEAM5& CEAM3 needle 741 623 18.8% 20.9% 71.3%
water 154 639.5 80.5% 84.4% 2.6%
CEAM5& CEAM3-RA needle 904 500.5 21.2% 30.5% 43.9%
water 792 503.5 24.2% 34.8% 36.2%
CEAM5& CEAM6G needle 702 1432 39% 40.9% 51%
water 323 1443 83.9% 87.3% 0%
CEAM5& CEAM7 needle 711 825 23.2% 26.9% 64%
water 245 832.5 65.7% 75.5% 2.9%
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CEAM5& CEAMS needle 707 1255.5 34.9% 38.3% 51.3%
water 314 1272 76.8% 82.8% 0%

CEAM5& CEAMA-MO needle 704 3435 14.6% 20.3% 62.6%
water 297 352 33% 45.8% 19.2%

CEAM5& CEAPSG needle 711 1135.5 33.6% 40.8% 41.1%
water 496 1143 47.4% 57.7% 17.5%

ATCUE Y, 45 EE i 5, CEAM1_HUMAN 5 CEAMS5_HUMAN  [1)J7 FIAR U 555 K 52.2%;
AR 1 S, CEAM1_HUMAN. CEAM3 HUMAN. CEAM6_HUMAN. CEAM7_HUMAN.
CEAMS8_HUMAN #i{tj CEAM5_HUMAN {77E8 i (1 7 FIARBIE: . 3t CEAMS_HUMAN (13844 Lt
YRR E, CEAM1I_HUMAN 556 @i NWAZod e i (1) o[RS RATTE T LUR IR, A ANHIER, 7N
EAZESK K, (HE CEAM1_MOUSE. CEAM1_RAT Al CEAM2_MOUSE =ANMEEFUT415 AR
CEAMS5_HUMAN B A-7E5 10 7 S AHA A o

(4) Clustalw £FF|5#7 16 ZEAR (BRETHHH CEAB_RAT) R

1 PO6731 |CEAMS_HUM
2 P40199 |CEAME_HUM
3 P31997 |CEAMS_HUM
4 P13668 |CEAM1_ HUM
5
&
7
g

014002 |CEAM7_HUM
Q16557 | PSGI_HIUHA
QIKPID|CEAZ21_HUM

P40198 |CEAM3_HUM
El F31509|CEAMI_MOU
10 Q925P2 |CEAMZ_MOU
11 P16573|CEAMI_RAT
12 Q063111 |CEAM3_RAT
13 061400 |CEAMA MOT
14 Q2VENY |CEAL6_HUM
15 QRUY09 | CEAZO0_HUM
16 Q7Z692|CEALY HUM

PO6731 |CEAMS_HITH
P40199 |[CEAMe_HITH

P31997 |CEAMB_HUM
P13688 |CEAM1 HUM
014002 |CEAM?_HUM
Q16557 |PSG3_HUMA
Q3IKPIOD|CEA21_ HUM
F40198 |CEAM3_HUM
F31509 |CEAM1_ MOU
Q925FP2 |CEAMZ MOU
F16573 |CEAM1 RAT
Q63111 |CEAM3_RAT
Q61400 | CEAMA MOU
Q2WENRY |CEAle_HUM
QETY09 |CEA2D_HUM
N?7ARA2 [CRAT9 HITH

e e e e
T s D PO DD 00 ] T O L0 RO

1 PO6731|CEAMS HUM
2 P40199 | CEAM6_HUHK
3 P31997 |CEAMA_HUM
4 P13688|CEAM1_ HUM
|3
3
7
a

014002 | CEAM? _HUM
Q16557 | PSGI_HUMA
Q3KPIO|CEAZ21_HUM
P40198 | CEAMI_HUM
9 P31809 | CEAM1_MOT
10 Q925F2 | CEAMZ_MOT
11 P16573|CEAM1_RAT
1z Q63111 |CEAM3_RAT
13 Q61400 | CEAMA MOT
14 Q2WENY |CEALG_HUM
15 QeUY09 | CEAZ20_HUK
16 Q72692 | CEALY9 HUK
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PO6731 | CEAMS_HUM
P40199 | CEAMG_HUM
P31997 |CEAME_HUM
F13688 |CEAM]1 HUM
Q14002 |CEAM7? _HUM
016557 |PSG3_HUMA
Q3IKFPI0|CEAZ1_HUM
P40198 |CEAM3_HUM
P31809|CEAM1_MOU
Q925FP2 |CEAMZ MOU
P16573 |CEAM]1 RAT
Q63111 |CEAM3_RAT
Q61400 |CEAMA MOTU
QZWENY |CEAl6_HUM
QEUY0Y |CEAZ0_HUM
Q72692 |CEAL19_HUHM
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(1) MEME 43#f:
MOTIFS . /meme. html (peptide)
MOTIF WIDTH BEST POSSIBLE MATCH

1 50  TASLLTFWNPPTTAQVTIEAMPENVAEGKEVLLLVHANLPQHLFGYSWYKG
2 50  PGPAYSGRETIYPNGSLLFQNVTMNDTGFYTLHMIKRDFKNEEATGQFHV
3 50  WWENGQSLPVSDRLQLSEGNRTLTLFNVRRNDAGPYECE IWNPVSANRSD
4 50  HPGENLNLSCHAASNPPAQYFWFINGKFQQSTQELFIPNITTNNSGSYMC
5 29  PKPSITSNNSNPVEDKDAVAFTCEPETQN

Sequence Name Dlescription E-value Length

P13688|CEANI] HUMAN |Carcineembryonic antigen-... 6. 2e-236 526
P40135|CEANE HUMAN |Carcincembryonic antigen-... |9.3e-236 244
POsT31|CEANS HUMAN |Carcincembryonic antigen-... |6.5e-226 Foz
P31357|CEANIE HUMATN |Carcineembryonic antigen-... | 1.4e-216 a9
P31803|CEAN] MWOUUSE  |Carcineembryonc antigen-... | 1.6e-1393 521
QE25P2CEATAZ PAOTTEE  Carcineembryonic antigen-... [8.5e-1586 520
Q16557 PEGE_HULATT Pregnancy-specific beta-1... |2.3e-178 428
P16573|CEATIT FAT Carcinoembryonic antigen-... |2.6e-170 519
Q14002 CEANT HURMAT Carcinoembryonic antigen-... [1.4e-148 265
QEZEPIOCEAZ]_HUMNMAN  Carcineembryonic antigen-... |2.2e-102 293
Q63111 CEATE_EAT Carcincembryonic antgen-... | 1. 1e-928 09
P40138|CEANIS HUMAN |Carcinoembryonic antigen-... | 3. 3e-57 252
Q2WENS|ICEAlS HURMAN Carcinoembryonic antgen-... | 2.6e-77 454
Q51400 CEAT A MOUSE  Carcinoembryonic antigen-... | 1.7e-74 265
QETY0ICEAZO_HURMAT | Carcinoembryonic antigen-... | & 2e-63 585
QU7ZE2|CEALS _HURMAT  Carcineembryonic antigen-... 2e-06 =00
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| Name |Expect | Motifs
P13635/CEAM1_HUMAN [6.2e-236 |~ — -5 - - 05
P40195|CEAMS_HUMAN [9.32-236 | [N — IR S
P06731|CEAMS_HUMAN [6.5¢-226 [ IR S s
P31997(CEAME_HUMAN [1.4e-216 |~ — -5 -
P31805|CEAM1_MOUSE  [1.60-193 (TN — IEEE -
(Q25P2ICEAM2_MOUSE |5 5136 [ — I -
[216557P5G3_HUMAN  [2.3.-172 [ — IR - - - S .
P16573CEAMI RAT  [26e-170 —— [ — IR S
Q14002 CEANT_HUBMAN [1.4e-148 i —— P -5 -

[ozkPIoCEA2 HUMAN [22e-102 —— (DN O
(Q63111[CEAM3 RAT | 1.1e-98 —— [ — I I
P40198/CEAM3_HUMAN | 3.3.-97 | —— NI —
[QewENS|CEA1S HUMAN | 2 6e-77 —— [ — I 5
[Q61400/CEAMA_MOUSE | 1.7e-74 i — I — -
[Q6UT09|CEA20_HUMAN | 6 2¢-63 IS S I 5 e
[a7z6921cEATY AUMAY | 2e-06 — NI I

I I I I [ [ [ [ I I I I I I
‘1 25 50 75 100 125 150 175 2000 225 250 275 300 325

[ Name [ Expect
[P13638|CEAM 1 HUMAN |6.2¢-23¢ [N 5 |

[P40199|CEAMS HUMAN |9.36-236

[P06731/CEANMS_FUMAN |6 5e-226 |- NERNNE— I 0 I s
[P31997|CEAMS_HUMAN |1.45-216=
[P31803/CEAMI MCUSE  |1.6e-193 — [N
|Qo25P2CEAM2 MOUSE  8.5¢-126 ~— [ NNEINN
QI6557[PSG3_HUMAN  |2.3e-173 A
P16573|CEAM1_RAT 2.6¢-170 ~— [ NER
|Q14002/CEAMT_HUMAN |1.4¢-148

|QIRPI0[CEAZ] HUMAN |2.20-102
[esiceams rar | 1 EHEE-— B R
[P40198|CEAM3 HUMAN | 330-97

[CoWENS|CEALS_HUMAN | 2 6:-77 [ —— I

|G61400]CEAMA_MOUSE | 1.72-74
|Q6TTOYCEARD_HUMAN | 6.26-63 —— [NANI

|G7Z692|CEALS HUMAN | 20-06

| I | I | I | | I | I | I |
350 375 400 425 450 475 500 525 550 575 600 625 650 675

Lowest
p-value

[P06731(CEAMS_HUMAN |2 4e-57 =i
[P13688/CEAM_HUMAN 1 .5¢-55 |~
[P40198|CEAM3_HUMAN 4 9e-54 |~
[P40199/CEAMS_HUMAN 2 15-52 |~
[P31997|CEAMS_HUMAN | 2e-51 |~
|Q16557PSG3_HUMAN 3 7e-47 i
|Q14002|CEAMT HIMMAN | 1e-44 |
|Q61400|CEAMA_MOUSE |1 1e-44 |~
[P31809|CEAMI_MOUSE 8 15-43 |~
[Q63111|CEAM3 RAT  17e-41 [~
|Q3EPIOICEAZI_HIMAN 5 4e-40 | — I
[P16573/CEAM1_RAT 3.4¢-39 | —]
|Q925P2|CEAME_MOTUSE  |14e-37 =i
|Q2WENS|CEA1E_HUMAN 8 4¢-25 =
|Q6UT0Y|CEAR)_HUMAN 2 4e-23 NI

] | I I I I I I I I I | | |
‘S(‘ALE 1 25 50 75 1000 125 150 175 200 225 250 273 300

Name Monifs

>P06731|CEAM5_HUMAN( start=21 ) TASLLTFWNPPTTAKLTIESTPFNVAEGKEVLLLVHNLPQHLFGYSWYKG
>P13688|CEAM1_HUMAN( start= 21 ) TASLLTFWNPPTTAQLTTESMPFNVAEGKEVLLLVHNLPQQLFGYSWYKG
>P40198 | CEAM3_HUMAN( start= 21 ) TASLLNFWNPPTTAKLTIESMPLSVAEGKEVLLLVHNLPQHLFGYSWYKG
>P40199|CEAM6_HUMAN ( start= 21 ) TASLLTFWNPPTTAKLTIESTPFNVAEGKEVLLLAHNLPQNRIGYSWYKG
>P31997| CEAM8_HUMAN ( start= 21 ) TASLFTFWNPPTTAQLTIEAVPSNAAEGKEVLLLVHNLPQDPRGYNWYKG
>Q16557 | PSG3_HUMAN ( start= 21 ) TALLLNFWNLPTTAQVTIEAEPTKVSKGKDVLLLVHNLPQNLAGY IWYKG



LW B2 caas07flb6 caasO7fle3 caas07fld3 caasO7fld4

>Q14002 | CEAM7_HUMAN ( start= 21 ) TASLLTFWNLPNSAQTNIDVVPENVAEGKEVLLVVHNESQNLYGYNWYKG
>Q61400 | CEAMA_MOUSE ( start= 21 ) TASLLTYWSPATTAQVTVEAVPPNVTADNNVLLLVHNLPQTLRVFYWYKG
>P31809| CEAM1 MOUSE ( start= 21 ) TASLLASWSPATTAEVTIEAVPPQVAEDNNVLLLVHNLPLALGAFAWYKG
>Q63111 |CEAM3_RAT ( start= 21 ) TASLLTCWLLPTTAQVSIESLPPQVVEGENVLLHVDNLPENLIAFVWYKG

>Q3KPI0|CEA21_HUMAN( start= 21 ) TASLLTFWNAPTTAWLFIASAPFEVAEGENVHLSVVYLPENLYSYGWYKG
>P16573 |CEAM1_RAT ( start= 21 ) TASLLTYWSPLTTAQVTVDAVPPNVVEESSVLLLTHNLPQEFQVEYWYKV

>Q925P2 | CEAM2_MOUSE ( start= 21 ) TASLLASWSPPTTAQVTVMAFPLHAAEGNNVILVVYNMMKGVSAFSWHKG
>Q2WEN9 | CEA16_HUMAN ( start= 66 ) SWLLLSATFLNVGAEISITLEPAQPSEGDNVTLVVHGLSGELLAYSWYAG
>Q6UY09 | CEA20_HUMAN ( start= 17 ) SASLCTVWSPPAAAQLTLNANPLDATQSEDVVLPVFGTPRTPQIHGRSRE

(2) Weblog 43-#7:
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(3) AT

POE7T31|CEAMS HUMAN
P401599|CEAME HUMAN
P401598|CEAMS HUMAN
P13688ICEAM1 HUMAN
P31957|CEAME HUMAN
Q16557 |PSG3 HUMAN
336 Q14002|CEAMT HUMARN
06 1400|CEAMA MOUSE
P1BET3ICEAM1 RAT
140 L P31B09|CEAMT MOUSE
Q53111|CEAMS RAT
QU25P2|CEAMZ MOUSE
QBUYOS|CEAZD HUMAN
543 4L QIWENIICEATE HUMAN
Q3IKPIOICEAZT HUMAN
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(1) SMART 43#f:
>Q2WEN9|CEA16_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 16 - Homo sapiens (Human).

1 100 200 Mame Begin End E-value
transmembrane 4 23 -

tfransmembrane 53 75 -
85 186 2.31e+00

187 279 6.97e-03
I 288 370 4.01e-03

. IGe2 302 359 1.19e-05
I‘I'@@@‘@ IG 382 481 2.89e-02
>Q72692|CEA19_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 19 - Homo sapiens (Human).
'II 1 I[|}D 2 [lm

15 B e ¥ yame Begin End E-value
P Ffam-set 2 141 7.50e-03
% transmermbrane 160 182 =

I L 2 24 0o lowcomplexty 209 218 -

Immunoglobulin V-set domain
>Q6UY09|CEA20_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 20 - Homo sapiens (Human).

Hame EBegin End E-value
IGe2 a1 145 A.24e-07
IG5 _like 180 240 8.38e-06
1 100 LD IG5 _like 26T 343 8.26e-05
I5c2 366 423 1.03e-05

T transmembrane 449 471
@lile @likt . —— low complexity 434 A10
low complexity 552 564

>Q3KPIO|CEA21_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 21 - Homo sapiens (Human).

1 100 200
5 Name Begin End E-value

40 141 1.29e-06
[Ge2 1487 221 4.45e-10
fransmembrane 239 261 -

>P13688|CEAM1_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 1 - Homo sapiens (Human).

Hame Begin End E-value
1G_like 40 141 6.31e-01

1 100 500 lowy complexity 150 154 -
IG_like 158 234 296e-06

415 453 527
|Gc2 250 306 3.06e-08
+ |G like GU-OHH-H |52 34 403 26Be-13
transmembrane 433 455 -

>P31809|CEAM1_MOUSE Carcinoembryonic antigen-related cell adhesion molecule 1 - Mus musculus (Mouse).

(2%}

Mame Begin End E-value

1 100 200 4
! | | FPfam:-set 1 141 3.20e-15
|Gz 1688 224 1.61e-07

A ¢ - - IGe2 262 308 5.04e-09
1‘,,3;&{ = | @ ! @ r— IGe2 337 401 8.37e-15
transmembrane 426 448 -

>P16573|CEAM1_RAT Carcinoembryonic antigen-related cell adhesion molecule 1 - Rattus norvegicus (Rat)




LE B caas07flb6 caasO7fle3 caas07fld3 caas07fld4

1 100 200 Name . Begin End E-value
| | | [G_like 41 137 2.84e+00
[G_like 187 222 2.83e-03

- [Ge2 250 306 3.62e-10
— [[@ ' @ — G2 335 399 7.07e-13
transmembrane 426 448 -

>Q925P2|CEAM2_MOUSE Carcinoembryonic antigen-related cell adhesion molecule 2 - Mus musculus (Mouse).

Name Beqgin End E-value
1 100 200 _
[ I | loww complexity 18 27 -
: ' ' IG_like 40 143 5.41e+00
IGc2 158 224 1.99e-07

( IGc2 252 308 5.04e-08
—
IGc2 337 401 3.28e-08

tfransmembrane 422 444 -

~-©©-

>P40198|CEAM3_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 3 - Homo sapiens (Human).

1| 1{|}D 2{|}D

f U ! Name Begin End E-value
|G 40 141 T7.25e-M

— s T3NSMEMbrane 134 176 =

lowe complexity 203 214 -

>Q63111|CEAM3_RAT Carcinoembryonic antigen-related cell adhesion molecule 3 - Rattus norvegicus (Rat).

Name Begin End E-value
lowe complexity 18 30
1G_like 40 1349 2.15e-03
1 100 200 1G_like 1B0 261 8.33e-01

1G_like 280 381 3.84e-02

—t
. IG_like 398 499 8.46e-02
— IG_like 520 613 1.39e-02
IGe2 631 695 1.308-11

>P06731|CEAM5_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 5 - Homo sapiens (Human).

Name Begin End E-value
1G_like 40 141 B.35e+00
lowr camplexity 145 156 -
15 like 158 234 2.37e-05
1 100 200 o2 250 3206 6E.ESe-09

1G_like 336 412 2 64e-03
[Letepr] 4283 4584 2. 56e-09
lowy complexity S01 512 =

I
73 i o y - @ 1G_like 514 500 4 3Ge-04
— @ @ @ lows cornplexity 593 604 -
IGC2 BOE BGZ 9.499-05
>P40199|CEAM6_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 6 - Homo sapiens (Human).

'1| 1 ?D 2 ?D Name EBegin End E-value
: ' ' IG_like 40 141 2.39e-01

- vy complexity 150 145 -
—E 66

IG_like 158 234 5.93e-06
IGe2 250 306 2.13e-07
>Q14002|CEAM7_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 7 - Homo sapiens (Human).
1 100 200
2 o 255 265 Name Begin End E-value
+®.®H IG 40 142 2.79e+00
| | I G 153 235 268e-04

>P31997|CEAM8_HUMAN Carcinoembryonic antigen-related cell adhesion molecule 8 - Homo sapiens (Human).




LW B2 caas07flb6 caasO7fle3 caas07fld3 caasO7fld4

1 100 200
Name Beum End E-value

141 3.02e+00
+Q’J@H 152 234 2.54e-05
244 316 1.48e-06

>Q61400|CEAMA_MOUSE Carcinoembryonic antigen-related cell adhesion molecule 10 - Mus musculus (Mouse).

1 100 200 pName Begin End E-value
IG_like 42 141 1.23e+01

. ’ : ! lowe complexity 142 1451 -
! (G [ ke WG like -
1G_like 160 261 3.97e+01

>Q16557|PSG3_HUMAN Pregnancy-specific beta-1-glycoprotein 3 - Homo sapiens (Human).

1| 1?9 E?D Name Begin End E-value
'21 U s " oo a9 e low complexity 18 25
IG_like 40 1445 1.79e+00
+: C| Clike Je=i @ IG_like 160 224 9.497e-02
IG_like 253 328 1.23e-03
1 1o G2 345 401 2.32e-08
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(2) TopPred 43-#7:

Q2HENS CEALE HUMAM

E, T |I T T T T T T
L
a1
:-;:- @ b
E 1 _ ) | IRWLERY, 4 {Candidate membrane-spanning segments:
E_‘ i 4 ' o Helix Begin — End Score Certainity
2-3t Mhoer outors - 1 3-23  1.275 Certain
L huMrophgpicity T 2 BT - 77 1. 682 Certain
@ S8 188 158 288 258 388 358 488 458 3 112 —- 132 1. 285 Certain
Thu Dec 06 11524103 2anz o L TOneS 4 364 - 384 1.293 Certain

072692 CEAL1? HUMAN
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E /\\
>
APRTA I
> [
on
Loer
8]
e -1t
£
% 5 Candidate membrane—zpanning zegmenta:
E Upper!| cutof
< Lowerllcutoff : : s
4L udrophobic: by | Helix Begin — End Score Cer‘ta:!.nl'ty
: ‘ ; ; ‘ 1 10 - 30 1.499 Certain
0 S0 182 150 200 258

178 1.97H Certain
220 1. 390 Certain

2 158
start position of window in seguence
Thu Dec @6 11:30:25 2087 3 200
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QeUYeS CEA2® HUMAN
| T T T | T
A i
| 1
i Upper cutoff | Candidate membrane-sparning segmentz:
L Lower cutoff
hydrophobicity . . L
‘ ! ‘ ‘ ! Helix Begin — End  Score Certainity
? oo feesemsee 500 1 10 - 30 1.618 Certain
start position of window in sequence .
2 443 - 483 2.134 Certain

Dec B6 11:34:85 2087

Q3KFIB CEAZ1 HUMAN

' A

i
:/

Louwer cutoff
hgdﬁophobicétg

I
MW\/UZM/
-/ |

Candidate membrane—spanning zegment=:

Helix Begin — End  Score Certainity

2] 5a

start position of window in sequence
Dec BE 11:37:168 208/

190 158 jed5l]

F13688 CEAML HUMAN

250 i

224 — 42
2 241 - 261

1.486 Certain
2. 285 Certain

Upper cutaoff
Lower cutoff
hgdro$hobicit%

Candidate membrane—zpanning segments:

J  Heliz Begin — End Score Certainity

a 1oe f=dala) 300 400

start position of window in sequence
Dec BE6 11:48:43 2887

P31803 CEAM1 MOUSE

599 1 13 - 33
2 432 - 452

1. 248 Certain
2,313 Certain

[ Candidate membrane—spanning segmentz:
L Upper cut i
hgéﬁiﬁﬁogfﬁ t; _ Helix Begin - End Score Certainity
@ 15@ 200 35@ 460 500 L 13 - 33 1. 830 Certa;n
start position of window in sequence 2 49 - 63 1. 031 Certa}n
Dec ©6 11:43:43 2007 3 424 - 444 2,131 Certain



hydrophobicity value

LW B2 caas07f1b6 caasO7fle3 caas07fld3

caas07f1d4

F16573 CEAM1 RAT

| Candidate memhrane—spanhing segmenta:

Lower cutbff
-4 |- hydrophobicrty ,
1 1 1

!
a 5@ 188 150 208 250 3080 350 408 450

start position of window in seqguence

Helix Begin — End Socore Certainitwy
1 17T - 37 1. 316 Certain

hu Dec @6 11:46:16 2B@7 2 4249 - 444 2.025 Certain

hydrophobicity wvalue

hydrophobicity value

Thu Dec @6 11:52:84 2087

hydrophobicity wvalue
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2 r A i
i
1 I
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_1_
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-3 Upper cutgff
Lower cuto'ff Candidate membrane-spanning zegmenta:
-4 ‘ ‘ hgdroehobicit# T
a 180 200 300 4po spg Helix Begin - End  Score Certainity
- . . 11 - 31 1. 701 Certain
start position of window iIn sequence
Thu Dec 06 11:49:27 20887 2 423 - 443 2,138 Certain

P4@198 CEAM3 HUMAN

'l AN
! 1

TN

Upper cutof
-3 r Lower cutaff
‘hgdboph?bici y —

| Candidate membrane—spanning zegments:

Helix Begin — End Score Certainity
12 - 32 0,927 Putative
T - &5 0. 652 Putative

187 = 17T 2,297 Certain

201 - 221 0. 828 Putative

I
a 58 108 158 2068

start position of window in sequence

= VI S

063111 CEAM3 RAT

2 Ah a I v ‘ ‘ T
1
I ;
a i
-1
,8 -
. Candidate membrane—spanning segments:
Upper cutoff
s L Lower cytgff || Helix Begin — End Score Certainity
, ,  hydrophobicity 1 1T - 37 1.616 Certain

2 T3 - 83 1. 023 Certain
30 279 — 200 0,623 Putative
4 634 - 664 0.T16 Putative

a 199 zoa 380 480 Soe cEa

start position of window in sequence
Thu Dec B85 11:54:43 2087
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PAEZ31 CEAMS HUMAN
T T T T T T
L
1
i | Candidate membrane—spanning segments:
Lower cutpeff
L | | ‘hydPthobioﬁty |
5 Lon  con a0m 400 cam  coa Helix Begin — End Score Certainity
A . ¢ indou 1 18 - 38 0. 807 Putative
star os1T1l1on o Wilndow 1N seguence .
Deec B6 1?:56:49 2067 q 2 GEZ - TO2 2.070 Certain
P4@199 CEAME HUMAN
T T T T T
= H
i |rcandidate membrane—spanning segments:
L hydrophobicity |
o é@ 1%@ 1;@ E%@ E;@ 3%@ Helix Begin — End Score Certainitw
ot i ¢ bindow 1 17T - 37 0. 823 Putatiwve
star o051 10omn © W1mdol 1m sequence .
Do 85 10:08:1s 2087 q 2 319 - 339 1.76% Certain

Wildyuyae LEAMS HUMAN

pper cutoff
ower cutoff

h droppobicitgl

5@ 180

start position of window

150 208

in sequence

Dec @& 12:@2:18 2007

F31937 CEAMS HUMAN

Upper cutoff
Lower cutoff
hgdrophobici}g

58 180

start position of window

158

28 258 380

in seguence

Dec B6 12:84:57 2087

| Candidate membrane-sparming segments:

Score Certainity
1.403 Certain
1. 909 Certain

Helix Begin - End
1 11 - 31
2 245 - 265

J Candidate membrane-spanning segments=:

Score Certainity
1. 310 Certain
0. 768 Putative

Helix Begin - End
1 13 - 33
2 324 - 344
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e1488 CEAMA MOUSE
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v 1.5 *A B
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a -2.5 -
2 1 r
[oR
° 1.5 |
5 =L Upper cutbf _
< Lower cut Candidate membrane—spanning segments:

-2.5 | ‘hgdropthiCi gl -

2 sa 100 150 200 Helix Begin — End  Score Certainity
. . . 1 13 - 33 1.591 Certain
start position of window in sequence K
Thu Dec BG 12:08:12 2807 2 138 — 188 0. 686 Putative
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-3 , , hydropHobicity — A Candidate membrane-spanning segments:

a SP 100 150 288 250 308 350 408 ) ) )
start position of window in sequence Helix Begin - End score Certainity

Thu Dec @6 12:18:57 2007 1 LT - 37 1. 016 Certain
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