Donor Template WT -> SNV (2344 .. 2406)
(2373 .. 2392) gRNA Protospacer | PCR Forward (2578 .. 2598)
(2176 .. 2195) PCR Reverse\ Sanger Sequencing (2578 .. 2598)

5000 10,000 15,000 20,000
| ANXATL >
| ANXAL1-203 >
[ - E . . ll - O . .- - O . [l [- - l- - O . . [- |l[ - . . ll - O . = E . o = . | .l - . . >
ANXA11-203

Donor Template WT -> SNV

Protospacer Sequence

SNV

INK2S00114_ANXA11l_G38R_AO1_AB
22,345 bp



TACCTCTGAGGTGGGAGAACAGGCCCAGAGGCGCACTGCACCCTTGCCAGCAGAGGCAGGAGCAAAGCTTCAGTGAGAGGGCCTT

ATGGAGACTCCACCCTCTTGTCCGGGTCTCCGCGTGACGTGGGAACGGTCGTCTCCGTCCTCGTTTCGAAGTCACTCTCCCGGAA

Y =

| ANXA11-203 >

TCAAGGAAACTGGCTCATGGGGAGTGAATCCTGTCACTGTGGGTGGGGCCGGGGGTGTGGCCCTGGCCCAGAAGTCAGGCAGCAT

AGTTCCTTTGACCGAGTACCCCTCACTTAGGACAGTGACACCCACCCCGGCCCCCACACCGGGACCGGGTCTTCAGTCCGTCGTA

I

ANXA11-203 >

GCTGGTGGGTACTGTTTCTAGCTGGAGGCACCAGCAGGAGACAGTGAACTGGTCTGCGACAAGCAGGGCAGATGCAGCAGTTTCT

CGACCACCCATGACAAAGATCGACCTCCGTGGTCGTCCTCTGTCACTTGACCAGACGCTGTTCGTCCCGTCTACGTCGTCAAAGA

1/ S

ANXA11-203 >

TCTGCAGGGTCCCAGTTGTGGTGGTGGCTGCCCTTTCAAGAAGCTGGGTCCCACGGGCCAGCAGGGGCTCTCAGGCAGAGCCTGA

AGACGTCCCAGGGTCAACACCACCACCGACGGGAAAGTTCTTCGACCCAGGGTGCCCGGTCGTCCCCGAGAGTCCGTCTCGGACT

. . S >

ANXA11-203 >

ATGTGCTTTCGTCTTCTCTTCCAGATCTAACCATGAGCTACCCTGGCTATCCCCCGCCCCCAGGTGGCTACCCACCAGCTGCACC

TACACGAAAGCAGAAGAGAAGGTCTAGATTGGTACTCGATGGGACCGATAGGGGGCGGGGGTCCACCGATGGGTGGTCGACGTGG

I i >

ANXA11-203 >

1 L L L 5 L L L L 10 L L L L 15 L L L
M S Y P G Y P P A A P

P P P P G G Y
ENSE00003531093
ANXA11-203

AGGTAAGAGGGTCTGGGGTGGGGAGGAGAGTGAATGCTGCCTCTGTACAGTGGCTGGGAGTGGAGAGGGGAGAACAGTAGTTTCC

TCCATTCTCCCAGACCCCACCCCTCCTCTCACTTACGACGGAGACATGTCACCGACCCTCACCTCTCCCCTCTTGTCATCAAAGG

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

TCACTCCCCTCCTCCCCTCACAGCACGGCCCAGCAGGGGAGGAGAGGACAACAGGAGTAGTGGGACAGCCAGCCGAGGCAGGGGC

AGTGAGGGGAGGAGGGGAGTGTCGTGCCGGGTCGTCCCCTCCTCTCCTGTTGTCCTCATCACCCTGTCGGTCGGCTCCGTCCCCG

I i >

ANXA11-203 >

ANXA11-203

TGGAGAAGAGCATGACACTAAGGCCATCGGAGGCCTAGGTTTGAAACTGCCTCCAGAAAGCCCTGGACCAGGCCCAGGGCTGGGT

ACCTCTTCTCGTACTGTGATTCCGGTAGCCTCCGGATCCAAACTTTGACGGAGGTCTTTCGGGACCTGGTCCGGGTCCCGACCCA

I —————. >

ANXA11-203 >

ANXA11-203

85

170

340

425

595

680



CTCTTGCCTTACTCTCTAGTAACAGTGGGCAAATGCTGTCACTTTGAGACTCAGTTTTCTTCTCCGCAAAATTGCTTCAAGGATT

GAGAACGGAATGAGAGATCATTGTCACCCGTTTACGACAGTGAAACTCTGAGTCAAAAGAAGAGGCGTTTTAACGAAGTTCCTAA

I i >

ANXA11-203 >

ANXA11-203

TCTCCCTCATTAGGTGGTCCTGGATACTGATGAGATAGGCAGGCAGAGCGACACGGTGTCCTCCAAAGCATTGCTAGGTGATGGT

AGAGGGAGTAATCCACCAGGACCTATGACTACTCTATCCGTCCGTCTCGCTGTGCCACAGGAGGTTTCGTAACGATCCACTACCA

I

ANXA11-203 >

ANXA11-203

TGCCCCTTACCACCTCTCCTACCCTCTGCTCAAGGTGTGTGGGTTTGCAGCAACAAGATCCCCCTTGCCAAGAGAGGAAGTGGAG

ACGGGGAATGGTGGAGAGGATGGGAGACGAGTTCCACACACCCAAACGTCGTTGTTCTAGGGGGAACGGTTCTCTCCTTCACCTC

1/ S

ANXA11-203 >

ANXA11-203

GCAGATGCTAAGGGTCAAAGGTCACTCCCTGTTTTCTGCAGGAGCTGTGGGTAGTCACATGGAGAAGTCGTCTTCTCTGGCCCTG

CGTCTACGATTCCCAGTTTCCAGTGAGGGACAAAAGACGTCCTCGACACCCATCAGTGTACCTCTTCAGCAGAAGAGACCGGGAC

. . S >

ANXA11-203 >

ANXA11-203

GCCCCTTTTGGTCCTCAAATGAGATTTGGTCCCCACTGTGGGAAAGGAAATATGAGGGCTCATGAGACCAAGGGGAGAAAAGGGT

CGGGGAAAACCAGGAGTTTACTCTAAACCAGGGGTGACACCCTTTCCTTTATACTCCCGAGTACTCTGGTTCCCCTCTTTTCCCA

I i >

ANXA11-203 >

ANXA11-203

CATTCCAAGGCTGGTCATCCTGAGGGTGCCTGAGCCGCTGCCCCTCTCCCCAGGGGACTCCTAGGCATCATTGATTTCTTTGGAG

GTAAGGTTCCGACCAGTAGGACTCCCACGGACTCGGCGACGGGGAGAGGGGTCCCCTGAGGATCCGTAGTAACTAAAGAAACCTC

I

ANXA11-203 >

ANXA11-203

CTGAGGTCCTGTGGTTTGAACACCCCAGACCTGCAGGCCATTTACCTTCCCTCCCATTCAGCAGGTGAAGAACAGACTCAGACCT

GACTCCAGGACACCAAACTTGTGGGGTCTGGACGTCCGGTAAATGGAAGGGAGGGTAAGTCGTCCACTTCTTGTCTGAGTCTGGA

1/ S

ANXA11-203 >

ANXA11-203

765

935

1020

1105

1190

1275



AGAGGTGGCTCAGCTGCTGTCCCAGGGCATGTTAGGGGCTGAGCTGGGCCACTGCCCTCTGAATGAGCCCACCCCAGGTTGGCTG

TCTCCACCGAGTCGACGACAGGGTCCCGTACAATCCCCGACTCGACCCGGTGACGGGAGACTTACTCGGGTGGGGTCCAACCGAC

I i >

ANXA11-203 >

ANXA11-203

GCACTGGCCTGGGTTCTCTCTCTATAGTAGAAATCCTGCCATCCAGATCCTGCCACTGCCACCTTTGCTAGCACAGCTGAGCAGC

CGTGACCGGACCCAAGAGAGAGATATCATCTTTAGGACGGTAGGTCTAGGACGGTGACGGTGGAAACGATCGTGTCGACTCGTCG

I

ANXA11-203 >

ANXA11-203

CTCTGAGCAGCAAGAGAGGAGGAGGCAGGAAATTTAGGGAAGGTTCTTCCTGGAGGGTCTGGAGCCCTGGAGATGAAGAGCCGAT

GAGACTCGTCGTTCTCTCCTCCTCCGTCCTTTAAATCCCTTCCAAGAAGGACCTCCCAGACCTCGGGACCTCTACTTCTCGGCTA

1/ S

ANXA11-203 >

ANXA11-203

CCGAAGCTGCCATGTAGAGGAAAGCATCTAACAGGCCAGAGGCCCCATGATGATGTCGAATGCCCATCGGGCACCCAGCTGAGCC

GGCTTCGACGGTACATCTCCTTTCGTAGATTGTCCGGTCTCCGGGGTACTACTACAGCTTACGGGTAGCCCGTGGGTCGACTCGG

. . S >

ANXA11-203 >

ANXA11-203

CTGCAGGTGTTAACTCAGTCTTCGTCACAGCAGTCTAGGCATACACTCACCATTAGCCCATTTGTAAGCTGAGGAAACAAGCCTA

GACGTCCACAATTGAGTCAGAAGCAGTGTCGTCAGATCCGTATGTGAGTGGTAATCGGGTAAACATTCGACTCCTTTGTTCGGAT

I i >

ANXA11-203 >

ANXA11-203

AGGAGGGTGAAAGCCTTGCCCCAGGGCACATACCGGTCCTGCTGGTTTCAGAGCGGGCTTTTCACCTCTGTTTCTTCCTGTCCTC

TCCTCCCACTTTCGGAACGGGGTCCCGTGTATGGCCAGGACGACCAAAGTCTCGCCCGAAAAGTGGAGACAAAGAAGGACAGGAG

I

ANXA11-203 >

ANXA11-203

TTGTGGACTGGTATCTGTGTTTACCATGACCCAGCCCCATGTCCCTCCAGCCTCTTATCCTGCTTCTCCCTGCCTTTTACAGACT

AACACCTGACCATAGACACAAATGGTACTGGGTCGGGGTACAGGGAGGTCGGAGAATAGGACGAAGAGGGACGGAAAATGTCTGA

1/ S

ANXA11-203 >

ANXA11-203

1360

1445

1530

1615

1700

1785

1870



TGTAATAGCAAACAGCCAAACCCCCTCCCGCCAGTGCCTTCGCATTACTGAAATCTCAGAGCTCCCTATGGTCACCTCTGTCATG

ACATTATCGTTTGTCGGTTTGGGGGAGGGCGGTCACGGAAGCGTAATGACTTTAGAGTCTCGAGGGATACCAGTGGAGACAGTAC

I i >

ANXA11-203 >

ANXA11-203

GGCTCAGCATGGTGTCCCACAACAGTCTGTCCTTGTCTGTCCTCCTGCTCCATGATGGTGAACTTGGGAGGGCAGAGCCTGCCTG

CCGAGTCGTACCACAGGGTGTTGTCAGACAGGAACAGACAGGAGGACGAGGTACTACCACTTGAACCCTCCCGTCTCGGACGGAC

ANXA11-203 >
ANXA11-203
GGCTCTCCCAGCCTCCTTAATACCCCACAGAGGGTCTTGGGAGTGTTTGGGGAACTCCACCTTCCTCCCTGGGAAGAGGGGAAGG
CCGAGAGGGTCGGAGGAATTATGGGGTGTCTCCCAGAACCCTCACAAACCCCTTGAGGTGGAAGGAGGGACCCTTCTCCCCTTCC
ANXA11-203 >
ANXA11-203
PCR Reverse
|ITCATGTGGTCTGTGGTGTCC
TTTCCCCTCCTCTGCCAGTGGGATAGGGGGAGACTTTCCTCCTGGTGTTTTCATGTGGTCTGTGGTGTCCCGAGGCTCGAGGCTC
AAAGGGGAGGAGACGGTCACCCTATCCCCCTCTGAAAGGAGGACCACAAAAGTACACCAGACACCACAGGGCTCCGAGCTCCGAG
ANXA11-203 >
ANXA11-203
GAGGCTTTACTGGGCCTCCCTTTCTGACCACCTGGGAGCTCTCATCTCTGCCTTTCCCCGTGTGGTGGGGGACTGGCAGGGGGCT
CTCCGAAATGACCCGGAGGGAAAGACTGGTGGACCCTCGAGAGTAGAGACGGAAAGGGGCACACCACCCCCTGACCGTCCCCCGA
ANXA11-203 >
ANXA11-203
AAAGGGCTTGGTGTTGCTTTCAGGTGGTGGTCCCTGGGGAGGTGCTGCCTACCCTCCTCCGCCCAGCATGCCCCCCATCGGGCTG
TTTCCCGAACCACAACGAAAGTCCACCACCAGGGACCCCTCCACGACGGATGGGAGGAGGCGGGTCGTACGGGGGGTAGCCCGAC
ANXA11-203 >
1 20 1 1 1 1 25 1 1 1 1 30 1 1 1 1 35 1 1 1 1
G G G P W G G A A X P P P P S M P: P 1 G L
------------------- ENSE00003646683 >
ANXA11-203
PAM |
Protospacer Sequence
SNV

GATGGGAGGAGGCGGGTCGTACGGGGGGTAG!I-_ICCGAC
Donor Template WT -> SNV o

AGCCCGAC
gRNA Protospacer

1955

2040

2125

2210

2295

2380



GATAACGTGGCCACCTATGCGGGGCAGTTCAACCAGGACTATCTCTCGGGAATGGTGAGTCCAGCTCTCCTGCTGAGGCAGCCCT

CTATTGCACCGGTGGATACGCCCCGTCAAGTTGGTCCTGATAGAGAGCCCTTACCACTCAGGTCGAGAGGACGACTCCGTCGGGA

I i >

ANXA11-203 >
40, 45 50 ., 55 .,
D N V A T Y A G Q F N Q D Y L S G M
ENSE00003646683 IO L >
ANXA11-203

Protospacer Sequence

CTATTGCACCGGTGGATACGCCCCGT'
Donor Template WT -> SNV

CTATTGCACCGG|
gRNA Protospacer

GGGGCCACACCTGCGTGGCCAGAGGAATCAAAGCTGCTGGCCTCTGGGGCTCCAGAGTTGTCTATGTGTGTGTTGCTGTGGTGTG

CCCCGGTGTGGACGCACCGGTCTCCTTAGTTTCGACGACCGGAGACCCCGAGGTCTCAACAGATACACACACAACGACACCACAC

ANXA11-203 >
ANXA11-203
TAGTGTGTTGAGCTGTACCTTAGAACAGGGTTTTCATCAGGCTTCTGCCACCTGCTCTCTGCCCCTCTCTGGGTCTCACTTTTCC
ATCACACAACTCGACATGGAATCTTGTCCCAAAAGTAGTCCGAAGACGGTGGACGAGAGACGGGGAGAGACCCAGAGTGAAAAGG
ANXA11-203 >
ANXA11-203
CCCAAAAGTAGTCCGAAGACG|
PCR Forward
CCCAAAAGTAGTCCGAAGACG|
Sanger Sequencing
CATCTGTAAAATGAGGGGAAGGGGACCAGATGATCTCACAGGTCCCTTTCAGCCCTGAGGGGTTAGGGTTGGGAAGGTGGCGAGG
GTAGACATTTTACTCCCCTTCCCCTGGTCTACTAGAGTGTCCAGGGAAAGTCGGGACTCCCCAATCCCAACCCTTCCACCGCTCC
ANXA11-203 >
ANXA11-203
GTATCTGCATGAGTGTGCATGCACGTGCTATGTATGAGTATCCACATTCATATACCTGCATGTGCATGTGTGTACATATGGAGGG
CATAGACGTACTCACACGTACGTGCACGATACATACTCATAGGTGTAAGTATATGGACGTACACGTACACACATGTATACCTCCC
ANXA11-203 >

ANXA11-203

CTCTTCTGGTTAGGCCTTGGTGGGTGTGTGGCAGGTATCTTGGGCAGACATGCTACTTTTTAAATTTGTTGTTTCACTTTTAAAA

GAGAAGACCAATCCGGAACCACCCACACACCGTCCATAGAACCCGTCTGTACGATGAAAAATTTAAACAACAAAGTGAAAATTTT

A [

ANXA11-203 >

ANXA11-203

2465

2550

2635

2720

2805

2890



TAATACATTTTATGATTTGAAAACAAACGTATGCTTAGTTTATGATTTGAAAACAAACGTATGCTTAGAGGAAATTATGCAACCA

ATTATGTAAAATACTAAACTTTTGTTTGCATACGAATCAAATACTAAACTTTTGTTTGCATACGAATCTCCTTTAATACGTTGGT

I i >

ANXA11-203 >

ANXA11-203

ATACACACCCTAATTTGTGCCAGGCCCAGTTCTAGGCACTGGGGATATGTGAATAAAACAAACAAAAATCTCAGCCGTGCTGCAC

TATGTGTGGGATTAAACACGGTCCGGGTCAAGATCCGTGACCCCTATACACTTATTTTGTTTGTTTTTAGAGTCGGCACGACGTG

I

ANXA11-203 >

ANXA11-203

TTATCATCTATGGGGAAAAGACAGGCAGTACCTTAAGTCAACGATGTGATGTTATTGAAAGTGTAGGTGCCATAGGAACAAGTTG

AATAGTAGATACCCCTTTTCTGTCCGTCATGGAATTCAGTTGCTACACTACAATAACTTTCACATCCACGGTATCCTTGTTCAAC

1/ S

ANXA11-203 >

ANXA11-203

ACCAGGGTAAAGGGGTCAGGAGTGGGGGTGGGGTGATGTAAGGATAATGATTTTAAGTTAGCAGTAAGGTGGGTCTGGCTGAAAA

TGGTCCCATTTCCCCAGTCCTCACCCCCACCCCACTACATTCCTATTACTAAAATTCAATCGTCATTCCACCCAGACCGACTTTT

. . S >

ANXA11-203 >

ANXA11-203

GAGGATGTGTGAGCAAAGACCTGCATCAGGGGAAGGAAGTGCTGTATGGATGTCTAGGGAATGCCGGTGCCCTGAGGTGCCAAGG

CTCCTACACACTCGTTTCTGGACGTAGTCCCCTTCCTTCACGACATACCTACAGATCCCTTACGGCCACGGGACTCCACGGTTCC

I i >

ANXA11-203 >

ANXA11-203

GGTGTGAGGTGCTCAGGGACAGGGAGGAGAGGCCAGTGTGGCTAAAGTGGAAAGGCGAGGGGGTGAGATGGGAAATGAAGTCTGG

CCACACTCCACGAGTCCCTGTCCCTCCTCTCCGGTCACACCGATTTCACCTTTCCGCTCCCCCACTCTACCCTTTACTTCAGACC

I

ANXA11-203 >

ANXA11-203

GGGTCTAGCTCTTGCAGGGTGTAGGAGGCTATCCATCCTAAGGATTTAGGTTTTTATTCCTGGTGAGTGCAGATTCACCTGAACA

CCCAGATCGAGAACGTCCCACATCCTCCGATAGGTAGGATTCCTAAATCCAAAAATAAGGACCACTCACGTCTAAGTGGACTTGT

1/ S

ANXA11-203 >

ANXA11-203

2975

3060

3145

3230

3315

3400

3485



TGCCTGCCAGAGGTGTCTGTGGGTAGCAGGCTGATGTGATGGGGATGCCCCCAACCCTGCATATGGGACCCACGCACCTTCTTGG

ACGGACGGTCTCCACAGACACCCATCGTCCGACTACACTACCCCTACGGGGGTTGGGACGTATACCCTGGGTGCGTGGAAGAACC

I i >

ANXA11-203 >

ANXA11-203

GCAGTGAGCTCTTAACCTTCACCCAGGTGGTCTGGGATGGGAGGAGCAACCATGTGGAGAGGGAAGGCATCTCCCCTGCAGAAGG

CGTCACTCGAGAATTGGAAGTGGGTCCACCAGACCCTACCCTCCTCGTTGGTACACCTCTCCCTTCCGTAGAGGGGACGTCTTCC

I

ANXA11-203 >

ANXA11-203

GGATGAGGATCTCTGGTTTGGATCGAGTCGCACTGTTCACTGGCTGTGTAACTTTGAGCAAGTAAACTCATTCTGTGGTCTGTGA

CCTACTCCTAGAGACCAAACCTAGCTCAGCGTGACAAGTGACCGACACATTGAAACTCGTTCATTTGAGTAAGACACCAGACACT

1/ S

ANXA11-203 >

ANXA11-203

AATGGGTATAACGGTACTTCATATTCCACAAGCGGAGATGCTGTGAGGACTGACTTGGCTTAGGTATGAAAAAGGGTGGAGGGAC

TTACCCATATTGCCATGAAGTATAAGGTGTTCGCCTCTACGACACTCCTGACTGAACCGAATCCATACTTTTTCCCACCTCCCTG

. . S >

ANXA11-203 >

ANXA11-203

GGAGTGCAGCAGGGCCCATTGGCCTCAGGCTCTGCTTTGTGTCCTTGCAGGCGGCCAACATGTCTGGGACATTTGGAGGAGCCAA

CCTCACGTCGTCCCGGGTAACCGGAGTCCGAGACGAAACACAGGAACGTCCGCCGGTTGTACAGACCCTGTAAACCTCCTCGGTT

I i >

ANXA11-203 >
.. 60 o, 65
A AN M S G T F G G A N
----------------------------------------- ENSE00002518768 >
ANXA11-203

CATGCCCAACCTGTACCCTGGGGCCCCTGGGGCTGGCTACCCACCAGTGCCCCCTGGCGGCTTTGGGCAGCCCCCCTCTGCCCAG

GTACGGGTTGGACATGGGACCCCGGGGACCCCGACCGATGGGTGGTCACGGGGGACCGCCGAAACCCGTCGGGGGGAGACGGGTC

- fvan________________________________________P

ANXA11-203 >
70 L L L L 75 L L L L 80 L L L L 85 L L L L 90 L L L L 95 L L
M P N L Y P G A P G A G Y P P Vv P P G G F G Q P P S A Q
NSE00002518768 >
ANXA11-203

CAGCCTGTTCCTCCCTATGGGATGTATCCACCCCCAGGAGGAAACCCACCCTCCAGGATGCCCTCATATCCGCCATACCCAGGGG

GTCGGACAAGGAGGGATACCCTACATAGGTGGGGGTCCTCCTTTGGGTGGGAGGTCCTACGGGAGTATAGGCGGTATGGGTCCCC

I

ANXA11-203 >

L L 100, L L L 105 L L L 110, L L L 115 L L L 120, L L L 125

Q P \ P P Y G M Y P P P G G N P P S R M P S Y P P Y P G
ENSE00002518768 >

ANXA11-203

3570

3655

3740

3825

3910

3995

4080



CCCCTGTGCCGGGCCAGCCCATGCCACCCCCCGGACAGCAGCCCCCAGGGGCCTACCCTGGGCAGCCACCAGTGACCTACCCTGG

GGGGACACGGCCCGGTCGGGTACGGTGGGGGGCCTGTCGTCGGGGGTCCCCGGATGGGACCCGTCGGTGGTCACTGGATGGGACC

I i >

ANXA11-203 >
L L L 130 L L 135 L L 140 L L 145 L L 150 L L L
A P \ P G Q P M P P P G Q Q P P G A Y P G Q P P \ T Y P G
ENSE00002518768 >
ANXA11-203

TCAGCCTCCAGTGCCACTCCCTGGGCAGCAGCAGCCAGTGCCGAGCTACCCAGGATACCCGGGGTCTGGGACTGTCACCCCCGCT

AGTCGGAGGTCACGGTGAGGGACCCGTCGTCGTCGGTCACGGCTCGATGGGTCCTATGGGCCCCAGACCCTGACAGTGGGGGCGA

- fvan________________________________________P

ANXA11-203 >
155, ., ., 160 ., ., ., ., 165 ., ., ., ., 470 ., ., ., ., 475 ., ., ., ., 180 .,
Q P P \2 P L P G Q Q Q P \2 P S Y P G Y P G S G T \2 T P A
ENSE00002518768 >
ANXA11-203

GTGCCCCCAACCCAGGTGAGTGTCAGCCCACTGCCTCCCTTGGTCCAGGCCTGGGCCCCAAAGGCTGGAGACACATGGCTCAGTA

CACGGGGGTTGGGTCCACTCACAGTCGGGTGACGGAGGGAACCAGGTCCGGACCCGGGGTTTCCGACCTCTGTGTACCGAGTCAT

I

ANXA11-203 >
L L 185 L L
v P P T Q
ENSE00002518768 | e e >
ANXA11-203

GATGGGGAGACAGGGAAAGGCGCAGGCCTCCAGCTGCACTTCTTGTTTTAACAAATAGTGTCGGCCGGGTGCAGTGACTCATGCC

CTACCCCTCTGTCCCTTTCCGCGTCCGGAGGTCGACGTGAAGAACAAAATTGTTTATCACAGCCGGCCCACGTCACTGAGTACGG

I i >

ANXA11-203 >

ANXA11-203

TGTAATCCCAGCACTTTGGGAAGCTGAGGTGGGCAGATCGCTTGAGCCCAGGAGTTCAAGACCAACCTGGGCGAAATGGTGAAAC

ACATTAGGGTCGTGAAACCCTTCGACTCCACCCGTCTAGCGAACTCGGGTCCTCAAGTTCTGGTTGGACCCGCTTTACCACTTTG

I —————. >

ANXA11-203 >

ANXA11-203

CCTATCTCTACTAAAAATAGAAAAAAAATTAGCTGGGCATGGTGGTGCATACCTGTAGGCCCAGCTACTCGGGAGGCTGAGGTGG

GGATAGAGATGATTTTTATCTTTTTTTTAATCGACCCGTACCACCACGTATGGACATCCGGGTCGATGAGCCCTCCGACTCCACC

A [

ANXA11-203 >

ANXA11-203

GAGGATCACCTCAGCCCAGGAGACAGAGGTTGCAGTGAGCCGGGATCATGCCGCTGCACTCACTCCAGCCTAGGTGACAGAGTAA

CTCCTAGTGGAGTCGGGTCCTCTGTCTCCAACGTCACTCGGCCCTAGTACGGCGACGTGAGTGAGGTCGGATCCACTGTCTCATT

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

4165

4250

4335

4420

4505

4590

4675



GACCCAGTTTTTAAAACAAAAACAAAAACAAAAAAAGACAAACAAAGAGCGTCACCTTCTTGCAGACTCCCCACCTCTGGGTTGT

CTGGGTCAAAAATTTTGTTTTTGTTTTTGTTTTTTTCTGTTTGTTTCTCGCAGTGGAAGAACGTCTGAGGGGTGGAGACCCAACA

I i >

ANXA11-203 >

ANXA11-203

GTTGCTTAAGGCCCAAGGGAGCTGTCCTGTTTCTCCTGGTGTGATGAGACGCTCCACATCCGAGTTGGGTCAGAACACCCCTGGC

CAACGAATTCCGGGTTCCCTCGACAGGACAAAGAGGACCACACTACTCTGCGAGGTGTAGGCTCAACCCAGTCTTGTGGGGACCG

I

ANXA11-203 >

ANXA11-203

GAGTACTCCTTATTCCTCTGTGTCATTTACTGCCTGGGCTGTGTGTTTTGTAAGAACTGCCCAGGCCACCTGTCTCAAGGCTTTG

CTCATGAGGAATAAGGAGACACAGTAAATGACGGACCCGACACACAAAACATTCTTGACGGGTCCGGTGGACAGAGTTCCGAAAC

1/ S

ANXA11-203 >

ANXA11-203

TGCTCAACAGCTGTCTTCGGTCCCTTGATATGCACCACCCCCGCCCCCCCCGGCACAGACAGGTTTTGGAGGATTATTAAAATTC

ACGAGTTGTCGACAGAAGCCAGGGAACTATACGTGGTGGGGGCGGGGGGGGCCGTGTCTGTCCAAAACCTCCTAATAATTTTAAG

. . S >

ANXA11-203 >

ANXA11-203

CCTTTGGGTAGGGAGAATGTTGGCAGTTCCTCCAGGGTTGATCTTGGCTCATTTTGGAGAACAGTTCGTGTTTGCAGAGCCTAGA

GGAAACCCATCCCTCTTACAACCGTCAAGGAGGTCCCAACTAGAACCGAGTAAAACCTCTTGTCAAGCACAAACGTCTCGGATCT

I i >

ANXA11-203 >

ANXA11-203

ATTCGTTGTCATGGTTCTGTGGCCCAACCAGCCAGCACAGGGGTAGTGGTATGTGCTCAATGACTATTTTTAGACAGAGGGTCTC

TAAGCAACAGTACCAAGACACCGGGTTGGTCGGTCGTGTCCCCATCACCATACACGAGTTACTGATAAAAATCTGTCTCCCAGAG

I

ANXA11-203 >

ANXA11-203

CTTTCCTCCTTCCCTTCCATACCCACACGTTCCCCCACCCTGTGCCATCCTCCAGCCTCCCTCCCTTATCTTTTCCCTGAGCTGC

GAAAGGAGGAAGGGAAGGTATGGGTGTGCAAGGGGGTGGGACACGGTAGGAGGTCGGAGGGAGGGAATAGAAAAGGGACTCGACG

1/ S

ANXA11-203 >

ANXA11-203

4760

4845

4930

5015

5100

5185

5270



CCTCTTAATTGTGTTATAACCAGTTTGTACCAGCCCCTAGGAAGACAATCCACTGGGAGACAGTTTAGCCTGGAAAGTTCCAGTT

GGAGAATTAACACAATATTGGTCAAACATGGTCGGGGATCCTTCTGTTAGGTGACCCTCTGTCAAATCGGACCTTTCAAGGTCAA

I i >

ANXA11-203 >

ANXA11-203

TGCGGGTTTGTGCAGCTATCAGGGTCTGGAGGAAGTCCGGCAGATGCTAGTCTAGAGAACAGTGCGAGGGAACCAGTGCTAGATC

ACGCCCAAACACGTCGATAGTCCCAGACCTCCTTCAGGCCGTCTACGATCAGATCTCTTGTCACGCTCCCTTGGTCACGATCTAG

I

ANXA11-203 >

ANXA11-203

AAGAGGTCATCAGGCTGCCATGCACAGTTGTGGAGGCTCAATACCTGCATCCACTGGAGGGGACACATGGGCTAGCCAGCCCTGT

TTCTCCAGTAGTCCGACGGTACGTGTCAACACCTCCGAGTTATGGACGTAGGTGACCTCCCCTGTGTACCCGATCGGTCGGGACA

1/ S

ANXA11-203 >

ANXA11-203

TAGGAGTACCCATGTGTGCTCACATGTGCTGTGGAGGCCAGGCATCGATGAGAGAGGCCACAGCCCCTGCTCCCGAGACCTGCCC

ATCCTCATGGGTACACACGAGTGTACACGACACCTCCGGTCCGTAGCTACTCTCTCCGGTGTCGGGGACGAGGGCTCTGGACGGG

. . S >

ANXA11-203 >

ANXA11-203

TTCATCAGGAGCCTGAGCCCCAGCCCTGGAGGACCTGGGCACTGGGCAGATTTTCAGCATCAGGACTCAGCTATAGGTGAGCTCC

AAGTAGTCCTCGGACTCGGGGTCGGGACCTCCTGGACCCGTGACCCGTCTAAAAGTCGTAGTCCTGAGTCGATATCCACTCGAGG

I i >

ANXA11-203 >

ANXA11-203

CAGCCACTGGAGCCAGGAAAAAGCTTCAGTACTAGAACACAAGGCCAGATAACAGTCAAGTTAGGTAGACGCGGCGTAAAGTCCT

GTCGGTGACCTCGGTCCTTTTTCGAAGTCATGATCTTGTGTTCCGGTCTATTGTCAGTTCAATCCATCTGCGCCGCATTTCAGGA

I

ANXA11-203 >

ANXA11-203

CTGCATTGTTGACTGTGGACTCCTTTAGATACTCCAACTCTTAGAGAAAGGGCTGTTCCCAGAGTCTAGGGGTGGAGCAGCCTTG

GACGTAACAACTGACACCTGAGGAAATCTATGAGGTTGAGAATCTCTTTCCCGACAAGGGTCTCAGATCCCCACCTCGTCGGAAC

1/ S

ANXA11-203 >

ANXA11-203

5355

5440

5525

5610

5695

5780

5865



AATGTGGGGAAGGCGGCATGCACGACATCTTACCTGAGACTGTTTGTCCGAGTAGTTTGGAAGCCGAGGCACCATCACTGATGCT

TTACACCCCTTCCGCCGTACGTGCTGTAGAATGGACTCTGACAAACAGGCTCATCAAACCTTCGGCTCCGTGGTAGTGACTACGA

I i >

ANXA11-203 >
L 190 L L 195 L
F G S R G T 1 T D A
--------------------------------------------- ENSE00003585307 >
ANXA11-203

CCCGGCTTTGACCCCCTGCGAGATGCCGAGGTCCTGCGGAAGGCCATGAAAGGCTTCGGTAAGAGACCCTGGGTGGCTCAAATCC

GGGCCGAAACTGGGGGACGCTCTACGGCTCCAGGACGCCTTCCGGTACTTTCCGAAGCCATTCTCTGGGACCCACCGAGTTTAGG

- fvan________________________________________P

ANXA11-203 >
L L 200 L L L 205 L L L 210 L L L 215
P G F D P L R D A E Vv L R K A M K G F
SN Y S0 l0l0kc 11510 7 — — — — — = = = = = = = = = = = = = = = = = >
ANXA11-203

TACTCCCTGCCCCCTATTTCCCAGGCAGTTTCACTGTGGCTCTGTGGGCTGGGGTAGCTGGGGGACGCTGACCTGGCCCCAGTGG

ATGAGGGACGGGGGATAAAGGGTCCGTCAAAGTGACACCGAGACACCCGACCCCATCGACCCCCTGCGACTGGACCGGGGTCACC

I

ANXA11-203 >

ANXA11-203

TGATAGAAGGTGGATGTGGGGGTATGGCTAGCATGCCCAGAACAGTTGAGGGGCCCAGGCCAGGGAAGTCTCAGCTGCAGAGCAT

ACTATCTTCCACCTACACCCCCATACCGATCGTACGGGTCTTGTCAACTCCCCGGGTCCGGTCCCTTCAGAGTCGACGTCTCGTA

1/ S

ANXA11-203 >

ANXA11-203

CTCATGACCCCTACCCGACCCACCCCTGCTGCCTCTTCCTCCAGGGACGGATGAGCAGGCCATCATTGACTGCCTGGGGAGTCGC

GAGTACTGGGGATGGGCTGGGTGGGGACGACGGAGAAGGAGGTCCCTGCCTACTCGTCCGGTAGTAACTGACGGACCCCTCAGCG

. . S >

ANXA11-203 >
L2200 225, 230
G T D E Q A 1 1 D C L G S R
------------------------------------ ENSE00002509632 >

ANXA11-203

TCCAACAAGCAGCGGCAGCAGATCCTACTTTCCTTCAAGACGGCTTACGGCAAGGCGAGCTGCGGGGTGGGGGCGCGGGACAGTG

AGGTTGTTCGTCGCCGTCGTCTAGGATGAAAGGAAGTTCTGCCGAATGCCGTTCCGCTCGACGCCCCACCCCCGCGCCCTGTCAC

A [

ANXA11-203 >
L 4235 240 ., ., ., ., 245 ., ., |
S N K Q R Q Q I L L S F K T A Y G K
ENSE00002509632 IR I I >
ANXA11-203

AGGCGTGTCCTGGGCTCAGCACAGCCCTGCTCTCCCCTGCTTTTCCTTGGGTGGGCCCGGATCTCCCGGATGGACAGTAAGGAGC

TCCGCACAGGACCCGAGTCGTGTCGGGACGAGAGGGGACGAAAAGGAACCCACCCGGGCCTAGAGGGCCTACCTGTCATTCCTCG

I i >

ANXA11-203 >

ANXA11-203

5950

6035

6120

6205

6290

6375

6460



AGGAGGGCATTTCCTTCTGCCCATCCAGCTGGTGGCATCGTTGGGAGGTGAAGGATGCCACCGGGTGCTGAGGTTTGCTGAGAGG

TCCTCCCGTAAAGGAAGACGGGTAGGTCGACCACCGTAGCAACCCTCCACTTCCTACGGTGGCCCACGACTCCAAACGACTCTCC

I i >

ANXA11-203 >

ANXA11-203

CTCCAGACATCTATCCCTGGGTTCTAGCCCTTGCTCTGCCACATCTCACTGAGGTTGTGGCCACATCATTTTCCTTCCCCTGCCC

GAGGTCTGTAGATAGGGACCCAAGATCGGGAACGAGACGGTGTAGAGTGACTCCAACACCGGTGTAGTAAAAGGAAGGGGACGGG

I

ANXA11-203 >

ANXA11-203

TCTTCATGACCACCCTGGGGGGTTTAGCTGATGTAAGAGCTTTGCAGGGAAAGGCTGTGAGTGCTGCCCAAGTACGAGGGGCGTG

AGAAGTACTGGTGGGACCCCCCAAATCGACTACATTCTCGAAACGTCCCTTTCCGACACTCACGACGGGTTCATGCTCCCCGCAC

1/ S

ANXA11-203 >

ANXA11-203

TATGAGCATATTTTGAACTTCTGGGGTTTTGAATCTTAGAAAGATAAAAATTCGGTAAATATTGATTAGATTCGTGTTCTAGCCC

ATACTCGTATAAAACTTGAAGACCCCAAAACTTAGAATCTTTCTATTTTTAAGCCATTTATAACTAATCTAAGCACAAGATCGGG

. . S >

ANXA11-203 >

ANXA11-203

AGTGCTTCTCAAACTTCATTGTGTCACCGATCCCCTGGGCATCTTGGTAAAATGTGGTCTCTGATTTGGGAGGTTTGGGGCAGGG

TCACGAAGAGTTTGAAGTAACACAGTGGCTAGGGGACCCGTAGAACCATTTTACACCAGAGACTAAACCCTCCAAACCCCGTCCC

I i >

ANXA11-203 >

ANXA11-203

CTGAGAGCAGGCTTTTCTCTCAGGCCCCTGGGGGATGTCCATGCTGCTGTTCCTCAAATCTGGGATATGGCTCTTATTAGTCACT

GACTCTCGTCCGAAAAGAGAGTCCGGGGACCCCCTACAGGTACGACGACAAGGAGTTTAGACCCTATACCGAGAATAATCAGTGA

I

ANXA11-203 >

ANXA11-203

TCCTGTGGATTTTTTAAATAGACTTGTTTTTTTTTTTGTTGGTTGTTTGTTTGAATATCCAATCAGGATTTGATCAAAGATCTGA

AGGACACCTAAAAAATTTATCTGAACAAAAAAAAAAACAACCAACAAACAAACTTATAGGTTAGTCCTAAACTAGTTTCTAGACT

1/ S

ANXA11-203 >

L 250 1 1 1
D L 1 K D L

----------------------------------------------------- ENSE00002494992 >

ANXA11-203

6545

6630

6715

6800

6885

6970

7055



AATCTGAACTGTCAGGAAACTTTGAGAAGACAATCTTGGCTCTGATGAAGACCCCAGTCCTCTTTGACATTTATGAGATAAAGGA

TTAGACTTGACAGTCCTTTGAAACTCTTCTGTTAGAACCGAGACTACTTCTGGGGTCAGGAGAAACTGTAAATACTCTATTTCCT

I i >

ANXA11-203 >
255 L L 260 L L L 265 L L 270, L L L 275 L L 280 L L
K S E L S G N F E K T 1 L A L M K T P \ L F D 1 Y E 1 K E
ENSE00002494992 >
ANXA11-203

AGCCATCAAGGTGTGTACGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGTGTGTGCGCACGCGCGCATGCGTGTGGA

TCGGTAGTTCCACACATGCACACACACACACACACACACACACACACACACGCGCGCACACACGCGTGCGCGCGTACGCACACCT

- fvan________________________________________P

ANXA11-203 >
, 285
A I K
ENSE0000249. .. B L L >
ANXA11-203

CACACAGCCCAGAAGGAGGCCTGGATGGCGTGCTGTGTTCTAGCCCACTCATTAGCTGCTGTTGTCAGTATGGCTCCCAGGCCTT

GTGTGTCGGGTCTTCCTCCGGACCTACCGCACGACACAAGATCGGGTGAGTAATCGACGACAACAGTCATACCGAGGGTCCGGAA

I

ANXA11-203 >

ANXA11-203

CCTGGGTTGGAGTCCACATGCTATAGAAAAGGGAACTCCCTGTGATTTCCCCAAGAGGCAAATGACGCACCAGTCATCATCAGGG

GGACCCAACCTCAGGTGTACGATATCTTTTCCCTTGAGGGACACTAAAGGGGTTCTCCGTTTACTGCGTGGTCAGTAGTAGTCCC

1/ S

ANXA11-203 >

ANXA11-203

AGGCTTAAGTCTCTCTCCATCTTAAAGAAAAGGGGGAGCTCGGGTTTGAAGGTTGCGATTCTGTGGTAAGAAGAGGGGTAGGAGG

TCCGAATTCAGAGAGAGGTAGAATTTCTTTTCCCCCTCGAGCCCAAACTTCCAACGCTAAGACACCATTCTTCTCCCCATCCTCC

. . S >

ANXA11-203 >

ANXA11-203

CCATGGTTGGTATCGTTCTCATTCTTTAGGACTCTGTTACTAGCAAATGACAGAAACACACTTCGGTTTAAGAACAACAAAAGTG

GGTACCAACCATAGCAAGAGTAAGAAATCCTGAGACAATGATCGTTTACTGTCTTTGTGTGAAGCCAAATTCTTGTTGTTTTCAC

I i >

ANXA11-203 >

ANXA11-203

GAGAATCAGTCATGTGGGTAAAGAGGGCCCAGGCCAGACGTCTCTCTGGTCTCTGTCTCTCCTGAGCGCCCGCTTTTCTGTCAGT

CTCTTAGTCAGTACACCCATTTCTCCCGGGTCCGGTCTGCAGAGAGACCAGAGACAGAGAGGACTCGCGGGCGAAAAGACAGTCA

I

ANXA11-203 >

ANXA11-203

7140

7225

7310

7395

7480

7565

7650



TTCTGTGCTTCTCCTACCATGGCTGCTTCATGTGGGGTGGGAGAGGGGGCCTGTCGACCACTCTCCGCATAACTATGAGACCCAG

AAGACACGAAGAGGATGGTACCGACGAAGTACACCCCACCCTCTCCCCCGGACAGCTGGTGAGAGGCGTATTGATACTCTGGGTC

I i >

ANXA11-203 >

ANXA11-203

CTCCAGAAGAGACCAGCAGGGTCTCCAAACGGGCAGGTTCTGACGGGCCCGGCTTGGACTCACTGTTCCCTCCAGTCCTGCGGGT

GAGGTCTTCTCTGGTCGTCCCAGAGGTTTGCCCGTCCAAGACTGCCCGGGCCGAACCTGAGTGACAAGGGAGGTCAGGACGCCCA

I

ANXA11-203 >

ANXA11-203

TTTGACTGAGGGTTGGGTCCTGTCCATTCTGTGCAGTCCCACAGCTCTGTGTGCACCCTGCAGGCAGGGGCAGGCAGCTCCCTTG

AAACTGACTCCCAACCCAGGACAGGTAAGACACGTCAGGGTGTCGAGACACACGTGGGACGTCCGTCCCCGTCCGTCGAGGGAAC

1/ S

ANXA11-203 >

ANXA11-203

GAAAGGGAATCCCATGAGTCAGGCTGGAGCCCAGAAGGAGCCTGTCACTCAGAGGCCTGATAAGCACAGTGAATGTTCCCTCCTT

CTTTCCCTTAGGGTACTCAGTCCGACCTCGGGTCTTCCTCGGACAGTGAGTCTCCGGACTATTCGTGTCACTTACAAGGGAGGAA

. . S >

ANXA11-203 >

ANXA11-203

CAGGAGAAGCAGAGACTTCAGTGTGGTGGCCTGGAAAGGAGAGGGGTCTCCGCTGAAACACATCTACATGTGTTATTCTAGGGAG

GTCCTCTTCGTCTCTGAAGTCACACCACCGGACCTTTCCTCTCCCCAGAGGCGACTTTGTGTAGATGTACACAATAAGATCCCTC

I i >

ANXA11-203 >

ANXA11-203

GGGGTCAGGAGGCCATCAGGCAGGGCGATGGCCCGGGGCCCCAGGGAGTGGACCCAGACATCTCCCTGGCCCCCGTCTTCAGCCG

CCCCAGTCCTCCGGTAGTCCGTCCCGCTACCGGGCCCCGGGGTCCCTCACCTGGGTCTGTAGAGGGACCGGGGGCAGAAGTCGGC

I

ANXA11-203 >

ANXA11-203

GAGTCATGAGCTGGTGGTTGTGGAGTGTTAGAAACCACACAGGTTTGGGGCAGCTGTCACTCACCAGCTGTGTGTCCTTGAGCAC

CTCAGTACTCGACCACCAACACCTCACAATCTTTGGTGTGTCCAAACCCCGTCGACAGTGAGTGGTCGACACACAGGAACTCGTG

1/ S

ANXA11-203 >

ANXA11-203

7735

7820

7905

7990

8075

8160

8245



CTGTGAAATGGGGACAGTGGATGCTGTCTCAGGACATGCTGGGAATACTGGGTGAGGGGCTAACGTGTAGTAACCCAATAGTAGC

GACACTTTACCCCTGTCACCTACGACAGAGTCCTGTACGACCCTTATGACCCACTCCCCGATTGCACATCATTGGGTTATCATCG

I i >

ANXA11-203 >

ANXA11-203

TGTAGCAGGAAACAGCTGACACAATGTCGCACGTCCTGCCTGACAGGCCCTAAGTGCTCTACGTACATTAACTCACTTAATCCTC

ACATCGTCCTTTGTCGACTGTGTTACAGCGTGCAGGACGGACTGTCCGGGATTCACGAGATGCATGTAATTGAGTGAATTAGGAG

I

ANXA11-203 >

ANXA11-203

ATGACTTTCCTGTGAGGTAGGTCCTAGTATCACTCCCATCTTACAGACAAGGAACTGGAAGCACAGAGAGGTTAAGTAATGTGCC

TACTGAAAGGACACTCCATCCAGGATCATAGTGAGGGTAGAATGTCTGTTCCTTGACCTTCGTGTCTCTCCAATTCATTACACGG

1/ S

ANXA11-203 >

ANXA11-203

CGAGGTCACACAGCTGGTAAGCTGCAGAGCCAGGATTCAAACCAACATACAAGCCAGGCTGCCCAGCCTGTCCTCTATGGTCTTA

GCTCCAGTGTGTCGACCATTCGACGTCTCGGTCCTAAGTTTGGTTGTATGTTCGGTCCGACGGGTCGGACAGGAGATACCAGAAT

. . S >

ANXA11-203 >

ANXA11-203

CTGTCCCTGGCGTGGTTGTCCGATTCATCCTTGTTGTTCCTACCTTTTCCTAGTTGTTTTCAGACATTCCACCATCCCCTCTAGG

GACAGGGACCGCACCAACAGGCTAAGTAGGAACAACAAGGATGGAAAAGGATCAACAAAAGTCTGTAAGGTGGTAGGGGAGATCC

I i >

ANXA11-203 >

ANXA11-203

ACCAGGGTTTCGTATGTCCACTTGGATCTCTCTTGCTTTTTACCCATTTTTTTCAGTTGTTGTCATCTCGCTTCCGGCTGAACTC

TGGTCCCAAAGCATACAGGTGAACCTAGAGAGAACGAAAAATGGGTAAAAAAAGTCAACAACAGTAGAGCGAAGGCCGACTTGAG

I

ANXA11-203 >

ANXA11-203

TGAATAAAGCAGGCCTCGGTCCACATTTTAACCCAACCATTTACTGTGTGGCCTCGGACCAGCCAGTACCCCTCTCTGATGCTCA

ACTTATTTCGTCCGGAGCCAGGTGTAAAATTGGGTTGGTAAATGACACACCGGAGCCTGGTCGGTCATGGGGAGAGACTACGAGT

1/ S

ANXA11-203 >

ANXA11-203

8330

8415

8500

8585

8670

8755

8840



GTTTTCTGATCCATGGGGATGCCCCTTTGTGTGAGCCCTACTCATCACCACTGCCACTGTCATTGTGCTTGCCCGGGCTGTGGAG

CAAAAGACTAGGTACCCCTACGGGGAAACACACTCGGGATGAGTAGTGGTGACGGTGACAGTAACACGAACGGGCCCGACACCTC

I i >

ANXA11-203 >

ANXA11-203

AAGAGCTGATGCCCTCGAGCCTGGGAGTGGCTGGAGGGTGTGTCTCTGTGTCAGGGGCCTCTGTTGCTGGGATTAAGGCAGCAGC

TTCTCGACTACGGGAGCTCGGACCCTCACCGACCTCCCACACAGAGACACAGTCCCCGGAGACAACGACCCTAATTCCGTCGTCG

I

ANXA11-203 >

ANXA11-203

GTAGCCCCCACCCTTCTTCCCGAGTGCTGGTGAGGCTGCTGGAACAAGCACATGGTTGGTTGTATTCTCTGCCCCTGCAGGGGGT

CATCGGGGGTGGGAAGAAGGGCTCACGACCACTCCGACGACCTTGTTCGTGTACCAACCAACATAAGAGACGGGGACGTCCCCCA

1/ S

ANXA11-203 >
—_—
G Vv
----------------------------------------------------------------- >
ANXA11-203

TGGCACTGATGAAGCCTGCCTGATTGAGATCCTCGCTTCCCGCAGCAATGAGCACATCCGAGAATTAAACAGAGCCTACAAAGCA

ACCGTGACTACTTCGGACGGACTAACTCTAGGAGCGAAGGGCGTCGTTACTCGTGTAGGCTCTTAATTTGTCTCGGATGTTTCGT

I —————. >

ANXA11-203 >
290 L L 295 L L 300 L L 305 L L 310 L L 315
G T D E A C L 1 E 1 L A S R S N E H 1 R E L N R A Y K A
ENSE00002448092 >
ANXA11-203

GGTGAGGCCGCTCCCTCTGCCCTCTGCCCTCTGCCCTCTGCAGATCCCTGTGCTCTTGGGGCTGTGGCCTCATTCTCTCCTAGGG

CCACTCCGGCGAGGGAGACGGGAGACGGGAGACGGGAGACGTCTAGGGACACGAGAACCCCGACACCGGAGTAAGAGAGGATCCC

. . S >

ANXA11-203 >

ANXA11-203

CCTTTTACTCCTTCCTGGCCTTCTTATCAACCCATCTTCTGCCACCCCCAATACTTTGGGCTTTGACCCAAGACCCAGCCCTTCC

GGAAAATGAGGAAGGACCGGAAGAATAGTTGGGTAGAAGACGGTGGGGGTTATGAAACCCGAAACTGGGTTCTGGGTCGGGAAGG

I i >

ANXA11-203 >

ANXA11-203

TTCTGTTTATACATGGTGCAAATGACTAATGTAAGGGAGAGGCAGGGAAAACCTGGATGTGGTTTGGGCCAAGGCTGACTAGAGG

AAGACAAATATGTACCACGTTTACTGATTACATTCCCTCTCCGTCCCTTTTGGACCTACACCAAACCCGGTTCCGACTGATCTCC

I

ANXA11-203 >

ANXA11-203

8925

9010

9095

9180

9265

9350

9435



CCAGGTCAGCCTGGAGGTCACAGGCTTGTATATCCCTGGAGGGCCATATGGGCTATTTGTTCTCTTGAGCCCGAGCCAAGACCTC

GGTCCAGTCGGACCTCCAGTGTCCGAACATATAGGGACCTCCCGGTATACCCGATAAACAAGAGAACTCGGGCTCGGTTCTGGAG

I i >

ANXA11-203 >

ANXA11-203

CAGCCTTTTTCTCCCCAGTACCCACTTTTGATAGTGTTTTGCAATGGGCAGCTCCATAAAGAGAGCTACAGGATGGACCTTCCTT

GTCGGAAAAAGAGGGGTCATGGGTGAAAACTATCACAAAACGTTACCCGTCGAGGTATTTCTCTCGATGTCCTACCTGGAAGGAA

I

ANXA11-203 >

ANXA11-203

GCTTCTCCCTTTCAGAATTCAAAAAGACCCTGGAAGAGGCCATTCGAAGCGACACATCAGGGCACTTCCAGCGGCTCCTCATCTC

CGAAGAGGGAAAGTCTTAAGTTTTTCTGGGACCTTCTCCGGTAAGCTTCGCTGTGTAGTCCCGTGAAGGTCGCCGAGGAGTAGAG

1/ S

ANXA11-203 >
. ., 0320 ., o, o, ., 325 ., o, o, ., 330 ., ., ., ., 335 , ., ., ., 340
E F K K T L E E A 1 R S D T S G H F Q R L L 1 S
------------- ENSE00002460881 >
ANXA11-203

TCTCTCTCAGGTACTTTTCCCACGACAGGGCTCGGGGCCCCCAAGCCATGGAAGTCAAAGAGATGGGATCCCCGCAATGAGGAAA

AGAGAGAGTCCATGAAAAGGGTGCTGTCCCGAGCCCCGGGGGTTCGGTACCTTCAGTTTCTCTACCCTAGGGGCGTTACTCCTTT

I —————. >

ANXA11-203 >
—_— 1
L S Q
ENSE0000246. .. QI el e >
ANXA11-203

GGGAAAATAAATGGGGAAGGAGTGGGCATGACCATACACCTGCTTCCTTTCAGGGAAACCGTGATGAAAGCACAAACGTGGACAT

CCCTTTTATTTACCCCTTCCTCACCCGTACTGGTATGTGGACGAAGGAAAGTCCCTTTGGCACTACTTTCGTGTTTGCACCTGTA

. . S >

ANXA11-203 >
L 345 o, 0380 o,
G N R D E S T N \ D M
------------------------------------------- ENSE00002521933 >
ANXA11-203

GTCACTCGCCCAGAGAGATGCCCAGGTGAGTGTGATGGCCAAGCCCCTGGACTTCCTAAAGCAGGGATGCACCCCGCTTTCTTGC

CAGTGAGCGGGTCTCTCTACGGGTCCACTCACACTACCGGTTCGGGGACCTGAAGGATTTCGTCCCTACGTGGGGCGAAAGAACG

A [

ANXA11-203 >
355, ., 360 , |
S L A Q R D A Q
ENSE00002521933 | e e >
ANXA11-203

TTCCTGAGAGAGGTACCCTAGGGTGGAAAGAACAATAGATAAGCAGTGGGTTGCAGATGCTGTGAGTTTCAGACGCGCTGAACTG

AAGGACTCTCTCCATGGGATCCCACCTTTCTTGTTATCTATTCGTCACCCAACGTCTACGACACTCAAAGTCTGCGCGACTTGAC

I i >

ANXA11-203 >

ANXA11-203

9520

9605

9690

9775

9860

9945

10,030



TTCAACTGTATGACCTAGAACAGGTAATCTGACCTCCAGGGCTTCAGCTTCCCCACCTATAGGAGGGAACATGTGAGATAATTAG

AAGTTGACATACTGGATCTTGTCCATTAGACTGGAGGTCCCGAAGTCGAAGGGGTGGATATCCTCCCTTGTACACTCTATTAATC

I i >

ANXA11-203 >

ANXA11-203

TATTTCGATAGTTGATAGATCATGGTTTTGGACGTGGGATTTTGTGTGACAGCGTACTTTCCCCATGTTTAGTTGCACATAGCAT

ATAAAGCTATCAACTATCTAGTACCAAAACCTGCACCCTAAAACACACTGTCGCATGAAAGGGGTACAAATCAACGTGTATCGTA

I

ANXA11-203 >

ANXA11-203

TATGTTTGCAAAGGGGCAAAATTTGCACTTGCTTATTAAGTTTTTGAGGATTTGAGCCTAGAAACCAGCTGCCACATTAGTTGAG

ATACAAACGTTTCCCCGTTTTAAACGTGAACGAATAATTCAAAAACTCCTAAACTCGGATCTTTGGTCGACGGTGTAATCAACTC

1/ S

ANXA11-203 >

ANXA11-203

CACCCTTAGAATTCTGTCGTTGTCCCTCTTGTGAGTTGCAGACAAAAGGGGAAAAGTCCAAGCAAAGTCCAGGCATCTGAGCTAC

GTGGGAATCTTAAGACAGCAACAGGGAGAACACTCAACGTCTGTTTTCCCCTTTTCAGGTTCGTTTCAGGTCCGTAGACTCGATG

. . S >

ANXA11-203 >

ANXA11-203

TCTCTCGAAAAGTTTGGGTTTCCCACTAATGAATTTCAACCGTAGTATTATGGCAGGGCAGAGCCATTACTTCCTGGTGGGGTGG

AGAGAGCTTTTCAAACCCAAAGGGTGATTACTTAAAGTTGGCATCATAATACCGTCCCGTCTCGGTAATGAAGGACCACCCCACC

I i >

ANXA11-203 >

ANXA11-203

AGTTGGCCATACCTCTCTGTCTCCCTTCACTGCTCTTGTCATCCACGGCAGGGCATTCACCAGGAGCTGCCAGTGGTCTAAATTA

TCAACCGGTATGGAGAGACAGAGGGAAGTGACGAGAACAGTAGGTGCCGTCCCGTAAGTGGTCCTCGACGGTCACCAGATTTAAT

I

ANXA11-203 >

ANXA11-203

TCTCTACCATCTGCGGGATTGGAATGAGACCTCAAGGAATGCCCCCTTGTTAGGGCTGGAGGAGAGCTACTCCTCTGGTCTGGTC

AGAGATGGTAGACGCCCTAACCTTACTCTGGAGTTCCTTACGGGGGAACAATCCCGACCTCCTCTCGATGAGGAGACCAGACCAG

1/ S

ANXA11-203 >

ANXA11-203

10,115

10,200

10,285

10,370

10,455

10,540

10,625



CTTTTGCTGGTCCTCCTTTTCCGGAGGAGGAAACTGAGGCTCAAAAAGGTTGAGCACTGTTCCCAACTGAAAGCTAGAAGCAGAG

GAAAACGACCAGGAGGAAAAGGCCTCCTCCTTTGACTCCGAGTTTTTCCAACTCGTGACAAGGGTTGACTTTCGATCTTCGTCTC

I i >

ANXA11-203 >

ANXA11-203

CCCGGACAAGGGCCTATACTCCTGGCTCGGTCTTCTGTGCCCAGTCAGCACTTGCCTCTGCCCTGGTCTCAGACCTGCTGCTCCT

GGGCCTGTTCCCGGATATGAGGACCGAGCCAGAAGACACGGGTCAGTCGTGAACGGAGACGGGACCAGAGTCTGGACGACGAGGA

I

ANXA11-203 >

ANXA11-203

GCAGGGTCTGCCTTATTCAGTGTCTCTCTGGCTGGTAACATCCATTCCCATTCTGGGAGTCAGGGCTGGACACGCCTGGGGCTCA

CGTCCCAGACGGAATAAGTCACAGAGAGACCGACCATTGTAGGTAAGGGTAAGACCCTCAGTCCCGACCTGTGCGGACCCCGAGT

1/ S

ANXA11-203 >

ANXA11-203

GGGCTCTGGCTTTTGCTCCAGCGAGAGTTTTGCATGCCACTTTTAGCGGGGCAAAAATTGTCTCATGCTCTGCCTTCTCAGTCCA

CCCGAGACCGAAAACGAGGTCGCTCTCAAAACGTACGGTGAAAATCGCCCCGTTTTTAACAGAGTACGAGACGGAAGAGTCAGGT

. . S >

ANXA11-203 >

ANXA11-203

GAGCTGCTTTGGCCTCATCTTGACCTGTGGGATCTCAGCCCCTGATTGCTGCTTTCTGCTCTTTTTCAGGGCTGCTACCTGAGGC

CTCGACGAAACCGGAGTAGAACTGGACACCCTAGAGTCGGGGACTAACGACGAAAGACGAGAAAAAGTCCCGACGATGGACTCCG

I i >

ANXA11-203 >

ANXA11-203

CTAGCAGGCACTTTAGAGGCCATCTAGTTCAGAGGTTGCAAATTGGCAAATACTTTAGGCTCAAACCTTCAGAAGTTTACCAGGC

GATCGTCCGTGAAATCTCCGGTAGATCAAGTCTCCAACGTTTAACCGTTTATGAAATCCGAGTTTGGAAGTCTTCAAATGGTCCG

I

ANXA11-203 >

ANXA11-203

TCTCCTGGGTGACCTGGGCCTGGGGTCTGGGTGTGGCCTGTGCCACATGTGCGTCTTCCTCTCTCTCCAGGAGCTGTATGCGGCC

AGAGGACCCACTGGACCCGGACCCCAGACCCACACCGGACACGGTGTACACGCAGAAGGAGAGAGAGGTCCTCGACATACGCCGG

1/ S

ANXA11-203 >

1 1 365 1
E L Y A A

--------------------------------------------------------- ENSE00000909279 [

ANXA11-203

10,710

10,795

10,880

10,965

11,050

11,135

11,220



GGGGAGAACCGCCTGGGAACAGACGAGTCCAAGTTCAATGCGGTTCTGTGCTCCCGGAGCCGGGCCCACCTGGTAGCAGGTAAGG

CCCCTCTTGGCGGACCCTTGTCTGCTCAGGTTCAAGTTACGCCAAGACACGAGGGCCTCGGCCCGGGTGGACCATCGTCCATTCC

I i >

ANXA11-203 >
L 370 L L 375 L L 380 L L . 385 L L 390 L L
G E N R L G T D E S K F N A \ L C S R S R A H L \ A
ENSEOOOOO909279 RN >
ANXA11-203

CAGGCTGGGGTCCCTCAGAGGCCAGTTAGATGAGGGCAGTCAGGGGATTGTGGGGAAACAAAGCTATGGGAACACTTGGTCGTTC

GTCCGACCCCAGGGAGTCTCCGGTCAATCTACTCCCGTCAGTCCCCTAACACCCCTTTGTTTCGATACCCTTGTGAACCAGCAAG

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

CTCCCTGCGTGGGGCTTTCGCCTCCTCAAAAGAGCCCCCTGGTGGGAATTTAAAAGACACTGTCAGAGGGTTTCCTGAGTTCTGG

GAGGGACGCACCCCGAAAGCGGAGGAGTTTTCTCGGGGGACCACCCTTAAATTTTCTGTGACAGTCTCCCAAAGGACTCAAGACC

I i >

ANXA11-203 >

ANXA11-203

CAAACATCCAGTTCTGGAGGTTCTACCGGTGTAGAAACCTGGTGTCTTTGTACGTGGGAATGTGGAACGTCAGAGTTGGGAGGGT

GTTTGTAGGTCAAGACCTCCAAGATGGCCACATCTTTGGACCACAGAAACATGCACCCTTACACCTTGCAGTCTCAACCCTCCCA

I —————. >

ANXA11-203 >

ANXA11-203

CCTTCGGGAGCACCCAATCCAGTGTTTTCCAAAGCCTGGCATAAGAAACAGTCATAACAATAAAACTGGGTGCCATTCATTTACT

GGAAGCCCTCGTGGGTTAGGTCACAAAAGGTTTCGGACCGTATTCTTTGTCAGTATTGTTATTTTGACCCACGGTAAGTAAATGA

A [

ANXA11-203 >

ANXA11-203

CATTCATTCAACAGATGTAAATCGCGCTCCCGCATGGGTCAGTCTGTCAGGTGGTGGAGCAGGTGTGGGGCCACGGTGGGGGGCA

GTAAGTAAGTTGTCTACATTTAGCGCGAGGGCGTACCCAGTCAGACAGTCCACCACCTCGTCCACACCCCGGTGCCACCCCCCGT

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

GGGCACTGCAGAGTGTGTTCCATGGGCTGCACTTTCTCATTTGGGGAGACAGACAGTAAACAACAATGAAATAAAATCTGTATCA

CCCGTGACGTCTCACACAAGGTACCCGACGTGAAAGAGTAAACCCCTCTGTCTGTCATTTGTTGTTACTTTATTTTAGACATAGT

I i >

ANXA11-203 >

ANXA11-203

11,305

11,390

11,475

11,560

11,645

11,730

11,815



GATGGGAAATCCTGTAGAGGAAAATCAAGCTGGAAACAGGTAGGGAGTGATGGTAGGGTCCACCGGGAGGTGCTTGGGCCAGTCC

CTACCCTTTAGGACATCTCCTTTTAGTTCGACCTTTGTCCATCCCTCACTACCATCCCAGGTGGCCCTCCACGAACCCGGTCAGG

I i >

ANXA11-203 >

ANXA11-203

CCACTGAGGTCGTGACATTTGATTTAAAAACCTAAAGGGAGATGCAGGGGCAGAGGCCTGCCTGGGGCTCCCAGCACGACTGAGA

GGTGACTCCAGCACTGTAAACTAAATTTTTGGATTTCCCTCTACGTCCCCGTCTCCGGACGGACCCCGAGGGTCGTGCTGACTCT

I

ANXA11-203 >

ANXA11-203

ACAGTGAAGGGGGACCATGTGGAGCAGGTGGAGTGAGCAAGAGGAGTGGGAGGTGAGGGCAGAGAGGGGAGAGGGCCCTGCTGAT

TGTCACTTCCCCCTGGTACACCTCGTCCACCTCACTCGTTCTCCTCACCCTCCACTCCCGTCTCTCCCCTCTCCCGGGACGACTA

1/ S

ANXA11-203 >

ANXA11-203

GACTTCCCGGAGCTGGGTATTTATCCTGAGCAAAAGAGGAAGCCAGTGGAGGGCCCTGAGCAGAGGAGGCTGTGCAGAATCCCTG

CTGAAGGGCCTCGACCCATAAATAGGACTCGTTTTCTCCTTCGGTCACCTCCCGGGACTCGTCTCCTCCGACACGTCTTAGGGAC

. . S >

ANXA11-203 >

ANXA11-203

GCTGTGGTGCCGAGAATGGAGTGAAGGGTGCAAGGCCAAGCAGCGAAGCCTGTCGGGAGGCTGCTGCAGGGACCCGGGGAGGAAT

CGACACCACGGCTCTTACCTCACTTCCCACGTTCCGGTTCGTCGCTTCGGACAGCCCTCCGACGACGTCCCTGGGCCCCTCCTTA

I i >

ANXA11-203 >

ANXA11-203

GGTGGTAATAGGGGCTTGTGGTGAGGAGGTGTCAGGTTCCGGCCATGTTTGCTGATGAATTGGACACGTGACGTGTGGGAGAGAG

CCACCATTATCCCCGAACACCACTCCTCCACAGTCCAAGGCCGGTACAAACGACTACTTAACCTGTGCACTGCACACCCTCTCTC

I

ANXA11-203 >

ANXA11-203

AGGGTTCGAGGATTATACAGGGTTTCTTTAGGCCAAGCAGTGGGAGAATGGCCCTCAACTGAGACAGGGGGACTGTAGGTGGAGC

TCCCAAGCTCCTAATATGTCCCAAAGAAATCCGGTTCGTCACCCTCTTACCGGGAGTTGACTCTGTCCCCCTGACATCCACCTCG

1/ S

ANXA11-203 >

ANXA11-203

11,900

11,985

12,070

12,155

12,240

12,325

12,410



TGGCTTTAGGTGCCTGTAGGGTGGAGCTGCAGGGAGGCTGCTGGGTTGCTGAGTGTGGAGGTCAGGAGAGGTCTGGCCTGGTTGT

ACCGAAATCCACGGACATCCCACCTCGACGTCCCTCCGACGACCCAACGACTCACACCTCCAGTCCTCTCCAGACCGGACCAACA

I i >

ANXA11-203 >

ANXA11-203

GGAAGGTAAGGGAGCTATGGGTAGTTGAAGTTATCTGAGGCTCTGGGACTGCAGGAGGTCCCCTCAGGAGGGAGACTGTGGGGAG

CCTTCCATTCCCTCGATACCCATCAACTTCAATAGACTCCGAGACCCTGACGTCCTCCAGGGGAGTCCTCCCTCTGACACCCCTC

I

ANXA11-203 >

ANXA11-203

CCCACCGGTGTGAGGAGACTAAGAAGGAGCAGCTAGGGAGGGAGGAGGACGCAGAGGAAGGGGGTCCTGGAGGCCAGTGTGAGGT

GGGTGGCCACACTCCTCTGATTCTTCCTCGTCGATCCCTCCCTCCTCCTGCGTCTCCTTCCCCCAGGACCTCCGGTCACACTCCA

1/ S

ANXA11-203 >

ANXA11-203

GGCAGGCAAGGACTGAGGATGGTGACCACACGGAGCAACTGGTGGGCTGTGGCCAGGGCTGCTCCAGTGGGCAGTGAGGGTGAAA

CCGTCCGTTCCTGACTCCTACCACTGGTGTGCCTCGTTGACCACCCGACACCGGTCCCGACGAGGTCACCCGTCACTCCCACTTT

. . S >

ANXA11-203 >

ANXA11-203

ACCCAGCGACCGCTCTGTGCTGCACACAGAGACAGGCGCTGTGGCTCTCCCCATTCGCAGCTGTGAAAGCAGGCACAGGGTGGTA

TGGGTCGCTGGCGAGACACGACGTGTGTCTCTGTCCGCGACACCGAGAGGGGTAAGCGTCGACACTTTCGTCCGTGTCCCACCAT

I i >

ANXA11-203 >

ANXA11-203

GAGGAAGTAGGGGTGCACAGCTAGTAACAGCTGAGCTGGGATTTGAACCCAGACCACCCGACCCCAGAGCACACTTTTTAACCTC

CTCCTTCATCCCCACGTGTCGATCATTGTCGACTCGACCCTAAACTTGGGTCTGGTGGGCTGGGGTCTCGTGTGAAAAATTGGAG

I

ANXA11-203 >

ANXA11-203

TGCACTATCCTGTAATGGAGCCTGAGTGAAAGCATTTTCATCTTAATCATTATTTCTTTTAATGAGTACAGAACATGTAAGTAGT

ACGTGATAGGACATTACCTCGGACTCACTTTCGTAAAAGTAGAATTAGTAATAAAGAAAATTACTCATGTCTTGTACATTCATCA

1/ S

ANXA11-203 >

ANXA11-203

12,495

12,580

12,665

12,750

12,835

12,920

13,005



GCATCAAGCCCATGGCTTCACAAACATTATTACTTAGGAGAAAAGAGTAGCTGATTGGAAGAAGATATTAATTGAGACAGATACA

CGTAGTTCGGGTACCGAAGTGTTTGTAATAATGAATCCTCTTTTCTCATCGACTAACCTTCTTCTATAATTAACTCTGTCTATGT

I i >

ANXA11-203 >

ANXA11-203

CACAGAGCAGAAATCACAACTTTAAAATGCAAATGGTAGCTGAGACTCAGGCTGGGGAAGGAGAGTTTTATGTCCTGGGTCAGAA

GTGTCTCGTCTTTAGTGTTGAAATTTTACGTTTACCATCGACTCTGAGTCCGACCCCTTCCTCTCAAAATACAGGACCCAGTCTT

I

ANXA11-203 >

ANXA11-203

CTGGAGTCAGGACCAAGGTCTCCATCATGCCACCTGTCTCTCTAGGAGCCAGCCATCCACTCCTGTGGGTGCTTAGCGTGTCCTA

GACCTCAGTCCTGGTTCCAGAGGTAGTACGGTGGACAGAGAGATCCTCGGTCGGTAGGTGAGGACACCCACGAATCGCACAGGAT

1/ S

ANXA11-203 >

ANXA11-203

GGTCGAGGTGAGCAGCAAGAAGCCAGGCTGGCTGGGGCAGGCTGGGCCTCAGCTCACAGGCAGGCTGAGGAAGACAGATGGATGC

CCAGCTCCACTCGTCGTTCTTCGGTCCGACCGACCCCGTCCGACCCGGAGTCGAGTGTCCGTCCGACTCCTTCTGTCTACCTACG

. . S >

ANXA11-203 >

ANXA11-203

ATGAATAAAGCCAAGGAATGGCAGAGACTGGAGGTGTGGAGGATTTGAGAAGAGGGGACACTGTCTTGGAGTACATGGGAGTGGG

TACTTATTTCGGTTCCTTACCGTCTCTGACCTCCACACCTCCTAAACTCTTCTCCCCTGTGACAGAACCTCATGTACCCTCACCC

I i >

ANXA11-203 >

ANXA11-203

CCCTGGAGGGGTATTAAGGTGCGATTTGGTTAAGCAGATTGGCAGTCCTGAGAAAGGGACCACACAGGGAGGGACATCAGGTGGT

GGGACCTCCCCATAATTCCACGCTAAACCAATTCGTCTAACCGTCAGGACTCTTTCCCTGGTGTGTCCCTCCCTGTAGTCCACCA

I

ANXA11-203 >

ANXA11-203

GCATGTAACTTGTGACGAAGACTCTGACTTCCTTGAGCGCTAGCAGGCCTGGGGACGTGCAGGGTGTGGGAGCAGAGTGGCAGGT

CGTACATTGAACACTGCTTCTGAGACTGAAGGAACTCGCGATCGTCCGGACCCCTGCACGTCCCACACCCTCGTCTCACCGTCCA

1/ S

ANXA11-203 >

ANXA11-203

13,090

13,175

13,260

13,345

13,430

13,515

13,600



GGGAGATTTTGGGGCAGAGGCCACCTCATGTGAGTCCTCTGTTAGTCTGCTCATGCTGCCATGACAAAATACCACAGACTGGGTG

CCCTCTAAAACCCCGTCTCCGGTGGAGTACACTCAGGAGACAATCAGACGAGTACGACGGTACTGTTTTATGGTGTCTGACCCAC

I i >

ANXA11-203 >

ANXA11-203

GCTTAAGCAGCAGATACTCATTTTGTTACAGTTTTGAAGGCCAGATATCCAAGAGTGGGGTGCCGGTTTCTCCCGTGGCCTCTTC

CGAATTCGTCGTCTATGAGTAAAACAATGTCAAAACTTCCGGTCTATAGGTTCTCACCCCACGGCCAAAGAGGGCACCGGAGAAG

I

ANXA11-203 >

ANXA11-203

GTGACAATCACTGTGCTCACATGGTCTTTCCTCTGCATGTGCACATCCCTGGGATCTCTGTGTGTGTCCTAATCTTCTCTTCTTC

CACTGTTAGTGACACGAGTGTACCAGAAAGGAGACGTACACGTGTAGGGACCCTAGAGACACACACAGGATTAGAAGAGAAGAAG

1/ S

ANXA11-203 >

ANXA11-203

TAAGGAGACCAGGCGAATTGGATTAGGGTACACCCTAGCAGCATGTTTTAACTTAATTACCTCTTTAAAGATCTTATCTCCAAAC

ATTCCTCTGGTCCGCTTAACCTAATCCCATGTGGGATCGTCGTACAAAATTGAATTAATGGAGAAATTTCTAGAATAGAGGTTTG

. . S >

ANXA11-203 >

ANXA11-203

ACGGTTATATTCTGAAGTCCTGGGAGTTGGGACTTCCACATATGAACTTTGGGGAGACACATTTCAGTTCATAATATAAGCCTCT

TGCCAATATAAGACTTCAGGACCCTCAACCCTGAAGGTGTATACTTGAAACCCCTCTGTGTAAAGTCAAGTATTATATTCGGAGA

I i >

ANXA11-203 >

ANXA11-203

GTCATCCCCATAGTTTTCAATGAGTACCAGAGAATGACAGGCCGGGACATTGAGAAGAGCATCTGCCGGGAGATGTCCGGGGACC

CAGTAGGGGTATCAAAAGTTACTCATGGTCTCTTACTGTCCGGCCCTGTAACTCTTCTCGTAGACGGCCCTCTACAGGCCCCTGG

I

ANXA11-203 >

395 L L . 400 L L L 405 L L 410 L L L 415 L

\ F N E Y Q R M T G R D 1 E K S 1 C R E M S G D
----------- ENSE00000909278 >

ANXA11-203

TGGAGGAGGGCATGCTGGCCGTGGGTAAGTGTCTCAGGTTTGCCGCCCACCTGCCAGGGGCTAACGTGTATCGTGAGTGTTCAGG

ACCTCCTCCCGTACGACCGGCACCCATTCACAGAGTCCAAACGGCGGGTGGACGGTCCCCGATTGCACATAGCACTCACAAGTCC

I i >

ANXA11-203 >
L. 42 ., 425
L E E G M L A V
ENSE00000909278 [ e >

ANXA11-203

13,685

13,770

13,855

13,940

14,025

14,110

14,195



CTGCTCGCCTGTCCTCCAGCTGATGGGTGACACCGTGAAGGGACCACAGGATCCAAGATCGCTCAGCCCAGAGTGTCCAGATGCT

GACGAGCGGACAGGAGGTCGACTACCCACTGTGGCACTTCCCTGGTGTCCTAGGTTCTAGCGAGTCGGGTCTCACAGGTCTACGA

I i >

ANXA11-203 >

ANXA11-203

GGGAAGTCATGCTGCTTCCCGGTTCCCTGTGCAGTTGAACCCCTAGCTGTCCTGGAGGTGTCTTGTGTGTGTTTGCGGTGCAGCT

CCCTTCAGTACGACGAAGGGCCAAGGGACACGTCAACTTGGGGATCGACAGGACCTCCACAGAACACACACAAACGCCACGTCGA

I

ANXA11-203 >

ANXA11-203

CTGGAGTAGGGAACTGCAGTGTGGGTATTAGTGGGAGGGCATCCAACTGCGCTCCCGGAGGAGTATGACTCATATCCTGCCACGT

GACCTCATCCCTTGACGTCACACCCATAATCACCCTCCCGTAGGTTGACGCGAGGGCCTCCTCATACTGAGTATAGGACGGTGCA

1/ S

ANXA11-203 >

ANXA11-203

TTCCTCTAAAAATACATCCCTGCAGGCAGTTGTCAGATGTTTGTGATGGAAACACGTGGAAAGATTTTTACTTGCAGCAGCGAAA

AAGGAGATTTTTATGTAGGGACGTCCGTCAACAGTCTACAAACACTACCTTTGTGCACCTTTCTAAAAATGAACGTCGTCGCTTT

. . S >

ANXA11-203 >

ANXA11-203

CAGGCCCATGCTGAGGAAAGCTGGCTTGGCTCCAGGATGGTGGTGTGCCTCTTACATTGCCCATGTCCTCTAGCAGGGCCCTCCC

GTCCGGGTACGACTCCTTTCGACCGAACCGAGGTCCTACCACCACACGGAGAATGTAACGGGTACAGGAGATCGTCCCGGGAGGG

I i >

ANXA11-203 >

ANXA11-203

ACTGTGCAGAGTTGGGTCCCTGCCCTGAGGCCCTCACAACCCCTCTTTCTACTCACTTGGGAAAATCAGTCTGCCCCTTTTTTCA

TGACACGTCTCAACCCAGGGACGGGACTCCGGGAGTGTTGGGGAGAAAGATGAGTGAACCCTTTTAGTCAGACGGGGAAAAAAGT

I

ANXA11-203 >

ANXA11-203

TTATGCTTTTTTTGGAGCTTTCTGGATGGGAGAGATGGAAAATCCTCATTTCCCTGCCTGTCCCCCATAGTAGGTCTCATGGCCT

AATACGAAAAAAACCTCGAAAGACCTACCCTCTCTACCTTTTAGGAGTAAAGGGACGGACAGGGGGTATCATCCAGAGTACCGGA

1/ S

ANXA11-203 >

ANXA11-203

14,280

14,365

14,450

14,535

14,620

14,705

14,790



GGGAAGCCTAGGGAGATGCACATTCCACTCAGCCACGGTTTCTCCATGACGGTCATGGCCTCTCCAGTCTGCCCCTCCTGCCTGA

CCCTTCGGATCCCTCTACGTGTAAGGTGAGTCGGTGCCAAAGAGGTACTGCCAGTACCGGAGAGGTCAGACGGGGAGGACGGACT

I i >

ANXA11-203 >

ANXA11-203

GCAGCAGCACAGTTCCTCATCACCATCCACATTGCTTCCCTGTGTAGCTCCTAGCCCCACTAAGACCCCCGCCCCTCTGACTCTT

CGTCGTCGTGTCAAGGAGTAGTGGTAGGTGTAACGAAGGGACACATCGAGGATCGGGGTGATTCTGGGGGCGGGGAGACTGAGAA

I

ANXA11-203 >

ANXA11-203

GGTCCTTTCACCGCAGTGGTTGCCAGGAAAGAGGGTGGGTTGGTTTCCAGGCTTTGCGTGTTTCTGTTCCAAATAGCTGGAGCCA

CCAGGAAAGTGGCGTCACCAACGGTCCTTTCTCCCACCCAACCAAAGGTCCGAAACGCACAAAGACAAGGTTTATCGACCTCGGT

1/ S

ANXA11-203 >

ANXA11-203

AGATCATGGGATAGTTGAGCCTGGAACAGAAGGAGGAGGAGAAAAGATGGATGCAGTGATGGGTTTGACATCTGGGCCTCTAAGA

TCTAGTACCCTATCAACTCGGACCTTGTCTTCCTCCTCCTCTTTTCTACCTACGTCACTACCCAAACTGTAGACCCGGAGATTCT

. . S >

ANXA11-203 >

ANXA11-203

GGACACTTGTAGACTCCATGCCCTGCTTGGGCTGAGAATTTTCTGCAGATCTGGTTATGCCGAGTTTCTCTCTTCTAGTGAAATG

CCTGTGAACATCTGAGGTACGGGACGAACCCGACTCTTAAAAGACGTCTAGACCAATACGGCTCAAAGAGAGAAGATCACTTTAC

I i >

ANXA11-203 >

j N E—

Vv K C

--------------------------------------------------------------- ENSE000... [
ANXA11-203

TCTCAAGAATACCCCAGCCTTCTTTGCGGAGAGGCTCAACAAGGCCATGAGGGTATGTAACTTCCATGTGCAGGTTGCGATGGAA

AGAGTTCTTATGGGGTCGGAAGAAACGCCTCTCCGAGTTGTTCCGGTACTCCCATACATTGAAGGTACACGTCCAACGCTACCTT

- fvan________________________________________P

ANXA11-203 >
L 430 L L L 435 L L L 440 L L L 445
L K N T P A F F A E R L N K A M R
ENSE00000909277 SRR R N I I R RN R e >
ANXA11-203

CCTTAGCCTCGCCTGTGCCTGGGACCAAGGGCTGAGGGCAGAAGGCCTGGGGAGAGCTAAATCTCAGCTGAGAGTTCCGAGGACC

GGAATCGGAGCGGACACGGACCCTGGTTCCCGACTCCCGTCTTCCGGACCCCTCTCGATTTAGAGTCGACTCTCAAGGCTCCTGG

I

ANXA11-203 >

ANXA11-203

14,875

14,960

15,045

15,130

15,215

15,300

15,385



TGGGTAGGGAGGGGACTGGAGGGCCCAGGGCAGGTGGGAAGGTGAGGAGGCCTGGTGCTCATGCTCTTGGGTGGACTCTCTTTAG

ACCCATCCCTCCCCTGACCTCCCGGGTCCCGTCCACCCTTCCACTCCTCCGGACCACGAGTACGAGAACCCACCTGAGAGAAATC

I i >

ANXA11-203 >

ANXA11-203

GGGGCAGGAACAAAGGACCGGACCCTGATTCGCATCATGGTGTCTCGCAGCGAGACCGACCTCCTGGACATCAGATCAGAGTATA

CCCCGTCCTTGTTTCCTGGCCTGGGACTAAGCGTAGTACCACAGAGCGTCGCTCTGGCTGGAGGACCTGTAGTCTAGTCTCATAT

I

ANXA11-203 >
L L L L 450 L L . 455 L L L 460 L L L 465 L L 470 L L
G A G T K D R T L 1 R 1 M \ S R S E T D L L D 1 R S E Y
ENSE00000909276 >
ANXA11-203

AGCGGATGTACGGCAAGTCGCTGTACCACGACATCTCGGTACGGGCCTGCTGCAGGCCAACTGGGCTCCCTTTTGGCATCTCAGT

TCGCCTACATGCCGTTCAGCGACATGGTGCTGTAGAGCCATGCCCGGACGACGTCCGGTTGACCCGAGGGAAAACCGTAGAGTCA

I i >

ANXA11-203 >
L 475 ., ., 480 ., ., ., ., 485
K R M Y G K S L Y H D I S
ENSE00000909276  |EEE e L >
ANXA11-203

CACCTGTGGAACCTCCCTCCTTGGAGTGGCCATATGCTTGGCCTCTGTGCTGTGTGTGGGCATCTTGATTATGGACCTCGGACTT

GTGGACACCTTGGAGGGAGGAACCTCACCGGTATACGAACCGGAGACACGACACACACCCGTAGAACTAATACCTGGAGCCTGAA

1/ S

ANXA11-203 >

ANXA11-203

GTTCATCCCCTTGCCCTTAAACAGATTATAAATTTCTGAGGGCAGGTGGATCATGACCTTGCTGTCGCCCCCACCTTGCATCCCC

CAAGTAGGGGAACGGGAATTTGTCTAATATTTAAAGACTCCCGTCCACCTAGTACTGGAACGACAGCGGGGGTGGAACGTAGGGG

. . S >

ANXA11-203 >

ANXA11-203

CAGCAGCATCAGAGAACACTCGGGACCTCCCCAACCTTGACCGTGACCTTCAGCGTTCCGATCACCGTGTGATTCCTTGATCTGT

GTCGTCGTAGTCTCTTGTGAGCCCTGGAGGGGTTGGAACTGGCACTGGAAGTCGCAAGGCTAGTGGCACACTAAGGAACTAGACA

I i >

ANXA11-203 >

ANXA11-203

CAGTGAGAACTCATGTCCCAAAGGCTCTGTGGAGCTCTGCTGTCACTCCCTGACAAAGCACTTCCTGCACTCAGCTTTATGGCGT

GTCACTCTTGAGTACAGGGTTTCCGAGACACCTCGAGACGACAGTGAGGGACTGTTTCGTGAAGGACGTGAGTCGAAATACCGCA

I

ANXA11-203 >

ANXA11-203

15,470

15,555

15,640

15,725

15,810

15,895

15,980



AGGCCACATAGTAAGGCCGTTCAGAGCGAGGGCCCTGGGGGTCACGCCACTTGGAGTCCAGCTTTTCTACTTGCTAACTGTGTGA

TCCGGTGTATCATTCCGGCAAGTCTCGCTCCCGGGACCCCCAGTGCGGTGAACCTCAGGTCGAAAAGATGAACGATTGACACACT

I i >

ANXA11-203 >

ANXA11-203

CCTTGAATGGCTCCCTTAAATCTCCCTGAACCCCAGCTCCATTGTCTTTAAGATGAGAAAATAATCGTTCCTTCCTGGGAATGTT

GGAACTTACCGAGGGAATTTAGAGGGACTTGGGGTCGAGGTAACAGAAATTCTACTCTTTTATTAGCAAGGAAGGACCCTTACAA

I

ANXA11-203 >

ANXA11-203

GTGAGTATTGAGTGAGGCAGTGCAGGTCAAGTGTCTATTAAACACTAGCCACAGTTGTATCGCTGTGTGGCAGAGCCAGTCTGAC

CACTCATAACTCACTCCGTCACGTCCAGTTCACAGATAATTTGTGATCGGTGTCAACATAGCGACACACCGTCTCGGTCAGACTG

1/ S

ANXA11-203 >

ANXA11-203

AAAATACATTCTCAGCTGTGTGGTCTAACGCTCAAATTCTGAACTCACATGAGCCTTGCAATTGCACCATGGGGACCACGTCCTC

TTTTATGTAAGAGTCGACACACCAGATTGCGAGTTTAAGACTTGAGTGTACTCGGAACGTTAACGTGGTACCCCTGGTGCAGGAG

. . S >

ANXA11-203 >

ANXA11-203

CCACCTTAGACTCAGTAGCATTTGATGATGGTGGGCATGTCATCACAGGAAACTCACTGTGTTTCCTTGGCTGTATGAATGAAGC

GGTGGAATCTGAGTCATCGTAAACTACTACCACCCGTACAGTAGTGTCCTTTGAGTGACACAAAGGAACCGACATACTTACTTCG

I i >

ANXA11-203 >

ANXA11-203

TGTTGTTAGAGAATTAGTGATTCTAGGCTGGGCACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCAGGTGGA

ACAACAATCTCTTAATCACTAAGATCCGACCCGTGTCACCGAGTGCGGACATTAGGGTCGTGAAACCCTCCGACTCCGTCCACCT

I

ANXA11-203 >

ANXA11-203

TCATTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACAAGGTAAAACCCTGTCTCTACTAAAAATACAAAATTAGCTGGGCTTG

AGTAAACTCCAGTCCTCAAGCTCTGGTCGGACCGGTTGTTCCATTTTGGGACAGAGATGATTTTTATGTTTTAATCGACCCGAAC

1/ S

ANXA11-203 >

ANXA11-203

16,065

16,150

16,235

16,320

16,405

16,490

16,575



CCTGTAATCCCAGCTAATTAGGTAGGCTGCGGCAGGAGAATTGCTTGAACCCGGGAGACAGAGGTTGCAGTGAGCTGGGATCACG

GGACATTAGGGTCGATTAATCCATCCGACGCCGTCCTCTTAACGAACTTGGGCCCTCTGTCTCCAACGTCACTCGACCCTAGTGC

I i >

ANXA11-203 >

ANXA11-203

CCATTCCACTTCAGTCTTGGTGACAGAGTGAGACTTCGTCTCAAAAAAAAAAAGAGAGTTAATAATTCATTACAGAGTATCTCCT

GGTAAGGTGAAGTCAGAACCACTGTCTCACTCTGAAGCAGAGTTTTTTTTTTTCTCTCAATTATTAAGTAATGTCTCATAGAGGA

I

ANXA11-203 >

ANXA11-203

GCATGCCAGCAAGCTATGGACATCTGGAAGAAGCCACATGCCTTGCCCTCAAGTTGCTTAGGGTGGAAGGAAATGATTAGAAATG

CGTACGGTCGTTCGATACCTGTAGACCTTCTTCGGTGTACGGAACGGGAGTTCAACGAATCCCACCTTCCTTTACTAATCTTTAC

1/ S

ANXA11-203 >

ANXA11-203

AGCCAAGCCGAGCCTGCACTCTTAGAGTAAGTGTAGTGGCCTCAGACAGAGGAGAGATCCCTGGGACCTGGGCAGTCTGAGCCTT

TCGGTTCGGCTCGGACGTGAGAATCTCATTCACATCACCGGAGTCTGTCTCCTCTCTAGGGACCCTGGACCCGTCAGACTCGGAA

. . S >

ANXA11-203 >

ANXA11-203

CCACTGGACAGTCATGTGTGAGGAGATTGCATTTCCTGAGCAGGACACTGTGTTGCGTTACATTGGTAACCCCAATTTAAGGCAG

GGTGACCTGTCAGTACACACTCCTCTAACGTAAAGGACTCGTCCTGTGACACAACGCAATGTAACCATTGGGGTTAAATTCCGTC

I i >

ANXA11-203 >

ANXA11-203

CATAAATGCACTGGGAAAACAGCAATATTGGTTAGCCCTGGGAAGTGGTTTTTAGGATGATTATAATTTTTTTTTGTGGGTATTC

GTATTTACGTGACCCTTTTGTCGTTATAACCAATCGGGACCCTTCACCAAAAATCCTACTAATATTAAAAAAAAACACCCATAAG

I

ANXA11-203 >

ANXA11-203

ATTTGATGTGGATAGCTGGGGTGAGTGCTGCTTTCCGTCTTCTGATGGGGGCCTGGAGAAGGCTGAACTGCATTTTTTAAGGTCT

TAAACTACACCTATCGACCCCACTCACGACGAAAGGCAGAAGACTACCCCCGGACCTCTTCCGACTTGACGTAAAAAATTCCAGA

1/ S

ANXA11-203 >

ANXA11-203

16,660

16,745

16,830

16,915

17,000

17,085

17,170



GTGACGCCTGCTGCAGGACCTGCAGTGGGAGAAAATTCCCCAGGGTGGGGCTTTCTCCCTATAAGGGTGCTCAGGGCTGAATATC

CACTGCGGACGACGTCCTGGACGTCACCCTCTTTTAAGGGGTCCCACCCCGAAAGAGGGATATTCCCACGAGTCCCGACTTATAG

I i >

ANXA11-203 >

ANXA11-203

AGGACCCAGAAGGCTGAAAGTGACTGTCCCTCCCTTAACGGATGTCTTCCTTGTTTCTGTGGCCAGGGAGATACTTCAGGGGATT

TCCTGGGTCTTCCGACTTTCACTGACAGGGAGGGAATTGCCTACAGAAGGAACAAAGACACCGGTCCCTCTATGAAGTCCCCTAA

I

ANXA11-203 >

L L L 490 L
G D T S G D

----------------------------------------------------- ENSE00001457270 >

ANXA11-203

ACCGGAAGATTCTGCTGAAGATCTGTGGTGGCAATGACTGAACAGTGACTGGTGGCTCACTTCTGCCCACCTGCCGGCAACACCA

TGGCCTTCTAAGACGACTTCTAGACACCACCGTTACTGACTTGTCACTGACCACCGAGTGAAGACGGGTGGACGGCCGTTGTGGT

I i >

ANXA11-203 >

L 495 L L L 500 L L
Y R K 1 L L K 1 C G G N D

ENSE00001457270

ANXA11-203

GTGCCAGGAAAAGGCCAAAAGAATGTCTGTTTCTAACAAATCCACAAATAGCCCCGAGATTCACCGTCCTAGAGCTTAGGCCTGT

CACGGTCCTTTTCCGGTTTTCTTACAGACAAAGATTGTTTAGGTGTTTATCGGGGCTCTAAGTGGCAGGATCTCGAATCCGGACA

1/ S

ANXA11-203 >

CTTCCACCCCTCCTGACCCGTATAGTGTGCCACAGGACCTGGGTCGGTCTAGAACTCTCTCAGGATGCCTTTTCTACCCCATCCC

GAAGGTGGGGAGGACTGGGCATATCACACGGTGTCCTGGACCCAGCCAGATCTTGAGAGAGTCCTACGGAAAAGATGGGGTAGGG

. . S >

ANXA11-203 >

TCACAGCCTCTTGCTGCTAAAATAGATGTTTCATTTTTCTGACTCATGCAATCATTCCCCTTTGCCTGTGGCTAAGACTTGGCTT

AGTGTCGGAGAACGACGATTTTATCTACAAAGTAAAAAGACTGAGTACGTTAGTAAGGGGAAACGGACACCGATTCTGAACCGAA

I i >

ANXA11-203 >

CATTTCGTCATGTAATTGTATATTTTTATTTGGAGGCATATTTTCTTTTCTTACAGTCATTGCCAGACAGAGGCATACAAGTCTG

GTAAAGCAGTACATTAACATATAAAAATAAACCTCCGTATAAAAGAAAAGAATGTCAGTAACGGTCTGTCTCCGTATGTTCAGAC

I

ANXA11-203 >

TTTGCTGCATACACATTTCTGGTGAGGGCGACTGGGTGGGTGAAGCACCGTGTCCTCGCTGAGGAGAGAAAGGGAGGCGTGCCTG

AAACGACGTATGTGTAAAGACCACTCCCGCTGACCCACCCACTTCGTGGCACAGGAGCGACTCCTCTCTTTCCCTCCGCACGGAC

1/ S

ANXA11-203 >

17,255

17,340

17,425

17,510

17,595

17,680

17,765

17,850



AGAAGGTAGCCTGTGCATCTGGTGAGTGTGTCACGAGCTTTGTTACTGCCAAACTCACTCCTTTTTAGAAAAAACAAAAAAAAAG

TCTTCCATCGGACACGTAGACCACTCACACAGTGCTCGAAACAATGACGGTTTGAGTGAGGAAAAATCTTTTTTGTTTTTTTTTC

I i >

ANXA11-203 >

GGCCAGAAAGTCATTCCTTCCATCTTCCTTGCAGAAACCACGAGAACAAAGCCAGTTCCCTGTCAGTGACAGGGCTTCTTGTAAT

CCGGTCTTTCAGTAAGGAAGGTAGAAGGAACGTCTTTGGTGCTCTTGTTTCGGTCAAGGGACAGTCACTGTCCCGAAGAACATTA

I

ANXA11-203 >

TTGTGGTATGTGCCTTAAACCTGAATGTCTGTAGCCAAAACTTGTTTCCACATTAAGAGTCAGCCAGCTCTGGAATGGTCTGGAA

AACACCATACACGGAATTTGGACTTACAGACATCGGTTTTGAACAAAGGTGTAATTCTCAGTCGGTCGAGACCTTACCAGACCTT

1/ S

ANXA11-203 >

ATGTCTTCCTGGTACCAACTTGTTTTCTTCTGCTTGATTCTGCCCTGTGGCTCAGAGGTCTGGCCTTATCAGCCAGTGAAAGTTC

TACAGAAGGACCATGGTTGAACAAAAGAAGACGAACTAAGACGGGACACCGAGTCTCCAGACCGGAATAGTCGGTCACTTTCAAG

. . S >

ANXA11-203 >

ATGTAACCTTACGTAGAGATTTGTGTGCAGGAAACCCTGAGCATACACTAGTTTGCAGGGACTCGTAAGGACATGGGAAGGGAGG

TACATTGGAATGCATCTCTAAACACACGTCCTTTGGGACTCGTATGTGATCAAACGTCCCTGAGCATTCCTGTACCCTTCCCTCC

I i >

ANXA11-203 >

TTCCCGAAATCCAGGCAGGAGGCCCAGACACCTGAAAGGCAAAGGGATCTTGGTTGGTTGCAGGTGCAGTGAAGTCCACTGAAGG

AAGGGCTTTAGGTCCGTCCTCCGGGTCTGTGGACTTTCCGTTTCCCTAGAACCAACCAACGTCCACGTCACTTCAGGTGACTTCC

I

ANXA11-203 >

TGTGGTGCGAAGAATGCAGTCCTTCACCCAGGTCCCAGGAGGGAAGAAGGGTGTGTGCTAATTCCTGGTGCCCCTCGGCGGGGGC

ACACCACGCTTCTTACGTCAGGAAGTGGGTCCAGGGTCCTCCCTTCTTCCCACACACGATTAAGGACCACGGGGAGCCGCCCCCG

1/ S

ANXA11-203 >

CAGAGAGAAGGATGGGGACAACCCAGAGAGTCACAAGACCAGTGCCTCCCCTCAGGGTGCCTCCAGGCTGAAAGGGGCTCCTGGC

GTCTCTCTTCCTACCCCTGTTGGGTCTCTCAGTGTTCTGGTCACGGAGGGGAGTCCCACGGAGGTCCGACTTTCCCCGAGGACCG

. . S >

ANXA11-203 >

TCTGGTCTCTGGGGACCCTGTGCCCGTTGGTTGGTGGTGTGAGGGAAGAGAATCCATAAGAGAGTTTCTGAGAATTATGGTGTCA

AGACCAGAGACCCCTGGGACACGGGCAACCAACCACCACACTCCCTTCTCTTAGGTATTCTCTCAAAGACTCTTAATACCACAGT

I i >

ANXA11-203 >

TGTCCAGAAGCTAGAGCTTACCTTGCATCAGGGGTCTCCACCCACTCCTTTTCCAACCTCCTGCGTTGAGGTTTAGAAAAGAGAG

ACAGGTCTTCGATCTCGAATGGAACGTAGTCCCCAGAGGTGGGTGAGGAAAAGGTTGGAGGACGCAACTCCAAATCTTTTCTCTC

I

ANXA11-203 >

17,935

18,020

18,105

18,190

18,275

18,360

18,445

18,530

18,615

18,700



AATCGACTAGGCACTATGGCTCACGCCTGTAATCCAAGGACTTTGGGAAGCTGAGGTGAGAGGATCACTTGAGCTCAGGAGTTCA

TTAGCTGATCCGTGATACCGAGTGCGGACATTAGGTTCCTGAAACCCTTCGACTCCACTCTCCTAGTGAACTCGAGTCCTCAAGT

I i >

ANXA11-203 >

AGACTAGCCTAGCCAACAGCGAGACCCCTGTCTCTACTAAAAAATTTGGCCAGGCGTGGTGGCTCACGGCTGTAATCCCAGCACT

TCTGATCGGATCGGTTGTCGCTCTGGGGACAGAGATGATTTTTTAAACCGGTCCGCACCACCGAGTGCCGACATTAGGGTCGTGA

I

ANXA11-203 >

TTGGGAGGTGAGGCGGGCAGATCACCTGAGGTCAGGAGTTCGAGACCCAGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAA

AACCCTCCACTCCGCCCGTCTAGTGGACTCCAGTCCTCAAGCTCTGGGTCGGACCGGTTGTACCACTTTGGGGTAGAGATGATTT

1/ S

ANXA11-203 >

AATACAAAAATTAGCCAGGCATGGTGGCACATTCCTGTAATCCCAGCTACACAGGATGCTGAGGCAGGAGAATCACTTGAACCCA

TTATGTTTTTAATCGGTCCGTACCACCGTGTAAGGACATTAGGGTCGATGTGTCCTACGACTCCGTCCTCTTAGTGAACTTGGGT

. . S >

ANXA11-203 >

GGAGGCAGAGGTTGTAGTGAGCTGAGATCACACCATTGCACTTCAACCTGGGTGGACAGAGTGAGACTCTGTCTCAAAAAAAAAA

CCTCCGTCTCCAACATCACTCGACTCTAGTGTGGTAACGTGAAGTTGGACCCACCTGTCTCACTCTGAGACAGAGTTTTTTTTTT

I i >

ANXA11-203 >

AAAAATTTACCTGGCATTGTAGTGCATTCCCTATAGTCGGCTACTCTGGAGGCTGAGGCAGGAAGATCCTTAGAGCCCAAGAAAT

TTTTTAAATGGACCGTAACATCACGTAAGGGATATCAGCCGATGAGACCTCCGACTCCGTCCTTCTAGGAATCTCGGGTTCTTTA

I

ANXA11-203 >

TGAGGCCGTAGTAAGCTGTGATTACACCACTGCACTCCAGCCTGGACAACAGAGCGAGACCTTGTCTCAAATGAGAAAAAAACAA

ACTCCGGCATCATTCGACACTAATGTGGTGACGTGAGGTCGGACCTGTTGTCTCGCTCTGGAACAGAGTTTACTCTTTTTTTGTT

1/ S

ANXA11-203 >

AAAGAAATGGGAGAATCCAGAGAGACTAGGCTAGATCAAGCCTGCTGGGTCCTGGCAGGAGCCCCAGGGAGTAGCTCATCTGCAG

TTTCTTTACCCTCTTAGGTCTCTCTGATCCGATCTAGTTCGGACGACCCAGGACCGTCCTCGGGGTCCCTCATCGAGTAGACGTC

. . S >

ANXA11-203 >

ACATTTGCTTGAGGACTACCCCCTAAACATAAAGGAAGAATGACATCCGAAGGGTGTGGAGCAGCCATGAGCTGAGAACTAGCCT

TGTAAACGAACTCCTGATGGGGGATTTGTATTTCCTTCTTACTGTAGGCTTCCCACACCTCGTCGGTACTCGACTCTTGATCGGA

I i >

ANXA11-203 >

GGTCTACCTGAGATTGATGGCAGGTCCTGGTCAACACGTCAGCTCTGCGTCAGAGTCCATGCCTCAAGCCCAAGCTGAAGCCCCA

CCAGATGGACTCTAACTACCGTCCAGGACCAGTTGTGCAGTCGAGACGCAGTCTCAGGTACGGAGTTCGGGTTCGACTTCGGGGT

I

ANXA11-203 >

18,785

18,870

18,955

19,040

19,125

19,210

19,295

19,380

19,465

19,550



TCCCTGCTGCTCTCCCAAGAACTCCTCTGCTAGGGCAGGCCCCTTGCCCTTGGGTGCCAGGTGGGACCTGCCTGATGGGATGGGG

AGGGACGACGAGAGGGTTCTTGAGGAGACGATCCCGTCCGGGGAACGGGAACCCACGGTCCACCCTGGACGGACTACCCTACCCC

I i >

ANXA11-203 >

TGCTTGGCATATACAACTTGCCATGAACTCAAGGTGACCCTGGGGGCCTCCTGAATTGTGATGGGGCCTAGAACCAATGTGCTCT

ACGAACCGTATATGTTGAACGGTACTTGAGTTCCACTGGGACCCCCGGAGGACTTAACACTACCCCGGATCTTGGTTACACGAGA

I

ANXA11-203 >

GATGTGACCATATTCTGTGACATTACCTTGCCCTGTTTACTCCAAAGTTCCCAGCCTGGTGCCCAGCAGGCAATATTGCACCTAC

CTACACTGGTATAAGACACTGTAATGGAACGGGACAAATGAGGTTTCAAGGGTCGGACCACGGGTCGTCCGTTATAACGTGGATG

1/ S

ANXA11-203 >

AGACACATTTACTTTGGTTTCCAAAGTGTTTTTAGACATTTGAATTTGTTGCCAACATTTAAACATTGAGAGATTTCATATTTTT

TCTGTGTAAATGAAACCAAAGGTTTCACAAAAATCTGTAAACTTAAACAACGGTTGTAAATTTGTAACTCTCTAAAGTATAAAAA

. . S >

ANXA11-203 >

AAAAATCTGGAATTCTGGCTTCTCTTGAAAACTCAGAAATTCTGGCACTATGGGGCTTGCATTCCTGCATGGCTGGAGCTGAGTT

TTTTTAGACCTTAAGACCGAAGAGAACTTTTGAGTCTTTAAGACCGTGATACCCCGAACGTAAGGACGTACCGACCTCGACTCAA

I i >

ANXA11-203 >

GCAGCTGCCCCTTTAGGCCTGTACTCCTTATTTGCTATAGGCTCCGTCTTGTATTACACTAAGCCCATGTCACCCATTTGGCTCC

CGTCGACGGGGAAATCCGGACATGAGGAATAAACGATATCCGAGGCAGAACATAATGTGATTCGGGTACAGTGGGTAAACCGAGG

I

ANXA11-203 >

TGCAGGCCTTTGGGTTTGAGACCCTGGTCTACACACTTGGAGACCACCTGTTGTAAAGTACATGGATGTGCTTTGGTCAAGGAAT

ACGTCCGGAAACCCAAACTCTGGGACCAGATGTGTGAACCTCTGGTGGACAACATTTCATGTACCTACACGAAACCAGTTCCTTA

1/ S

ANXA11-203 >

AGACCAAGGTGGATATCCAGGCCAGAGTGACTCAGCGAGTTTAGGTCACAGGCGTATACTCCACTTGTTATATAACCTGCTTGTG

TCTGGTTCCACCTATAGGTCCGGTCTCACTGAGTCGCTCAAATCCAGTGTCCGCATATGAGGTGAACAATATATTGGACGAACAC

. . S >

ANXA11-203 >

TAAGTTCATACTTGGCTCAAAGCCACTATTGTTTGGAAAAGGTATAACTGCCCTGCTGACGCTGTACAGATGTTCTTGGGCTCGG

ATTCAAGTATGAACCGAGTTTCGGTGATAACAAACCTTTTCCATATTGACGGGACGACTGCGACATGTCTACAAGAACCCGAGCC

I i >

ANXA11-203 >

ATGGGCATGGCTCCACGTGGTGTGCACTAGCACCCAGAGAGAGTGAAGCTATTGACCCCTGTAAGGGAGAGTGACCATCTGGCAG

TACCCGTACCGAGGTGCACCACACGTGATCGTGGGTCTCTCTCACTTCGATAACTGGGGACATTCCCTCTCACTGGTAGACCGTC

I

ANXA11-203 >

19,635

19,720

19,805

19,890

19,975

20,060

20,145

20,230

20,315

20,400



ATAGATAGAGGGGAGCCAGGACATGGCTCAGCTTGTGCCCAGAGGGAGAGTTAAGCCGCTGACCCTGTAGCCAGGGAGTGCACCT

TATCTATCTCCCCTCGGTCCTGTACCGAGTCGAACACGGGTCTCCCTCTCAATTCGGCGACTGGGACATCGGTCCCTCACGTGGA

I i >

ANXA11-203 >

GCAAGCATGGGGGTGGCAGGAGCCACAGAGCTGGCTGCTGAGAGGAGCTGCAGATCTGGAGAAGACAGCCTAGGTAAAGGTGGAC

CGTTCGTACCCCCACCGTCCTCGGTGTCTCGACCGACGACTCTCCTCGACGTCTAGACCTCTTCTGTCGGATCCATTTCCACCTG

I

ANXA11-203 >

AGTGTGAGAGCTGCTGATGAGATAGCTGCTGAATAAAACTACATTTTACCTGCCTATGGCCCGCCAGGTTTTCTTTCAGCTATCG

TCACACTCTCGACGACTACTCTATCGACGACTTATTTTGATGTAAAATGGACGGATACCGGGCGGTCCAAAAGAAAGTCGATAGC

1/ S

ANXA11-203 >

CCCATCCACCCAGTCCCCTCGAACCTCAGCATGGGCTGGAACCTGACCCTGGGCATGACATTTGGCATAGTTGTGGACCTGACAC

GGGTAGGTGGGTCAGGGGAGCTTGGAGTCGTACCCGACCTTGGACTGGGACCCGTACTGTAAACCGTATCAACACCTGGACTGTG

. . S >

ANXA11-203 >

CTGTGTTTGTCCTAGTCCTGTTTCTCCCTGCCTTCCTGTTCCTCTCGCTGCCCTCATGGTCACTCCCAAGAGATCCAACCCATGT

GACACAAACAGGATCAGGACAAAGAGGGACGGAAGGACAAGGAGAGCGACGGGAGTACCAGTGAGGGTTCTCTAGGTTGGGTACA

I i >

ANXA11-203 >

TAAGTATGGGCTGGAGGACTGCATGAATGCCTCATGATCTTCCCAGAGGCAAAGGCACCTACTGCCTTCCAAGGTCAGTGGGAGG

ATTCATACCCGACCTCCTGACGTACTTACGGAGTACTAGAAGGGTCTCCGTTTCCGTGGATGACGGAAGGTTCCAGTCACCCTCC

I

ANXA11-203 >

TTGGGATCAACACTGTTTATTATGCTTAGGACAAAAAAGATAGGGAGAAAGATGTGCAACCTTACAGGTCATCTTTCTGGGATAG

AACCCTAGTTGTGACAAATAATACGAATCCTGTTTTTTCTATCCCTCTTTCTACACGTTGGAATGTCCAGTAGAAAGACCCTATC

1/ S

ANXA11-203 >

AACACAATGGGTCTTCTCCTGCCTCCTGGATATGTTAGTCAAGGCCAGTCCATGCTACACATCTAGTCTGACTTCTAAAATAGAA

TTGTGTTACCCAGAAGAGGACGGAGGACCTATACAATCAGTTCCGGTCAGGTACGATGTGTAGATCAGACTGAAGATTTTATCTT

. . S >

ANXA11-203 >

GCACCAGATGAATTCAGCCCTGAGAGAATTTTCAGCAGCTGTGGGGGCGCTGGAGGAAACACTATTAAATAGTTTTGCACCTGAG

CGTGGTCTACTTAAGTCGGGACTCTCTTAAAAGTCGTCGACACCCCCGCGACCTCCTTTGTGATAATTTATCAAAACGTGGACTC

I i >

ANXA11-203 >

ACAGATAGCCTCACTCGCCTCACCCTAGTCCTGGTGGCATTTGTCTCAGGTGCAAAATTTAAGAAAGAAACCTTGGAGTGCTCAC

TGTCTATCGGAGTGAGCGGAGTGGGATCAGGACCACCGTAAACAGAGTCCACGTTTTAAATTCTTTCTTTGGAACCTCACGAGTG

I

ANXA11-203 >

20,485

20,570

20,655

20,740

20,825

20,910

20,995

21,080

21,165

21,250



CCTGTGGCTGGGTAGATGGTCCTAAAGTGGTGGTTTTCAAGCCTGAGTGTGTATCAGGATCATCAGGGGAGCTTGCTAAAGAGCA

GGACACCGACCCATCTACCAGGATTTCACCACCAAAAGTTCGGACTCACACATAGTCCTAGTAGTCCCCTCGAACGATTTCTCGT

I i >

ANXA11-203 >

GTTCCTGCGGTCAGACCCTCATGCATTTTGAGCAGGTGTGGGGACTGGGAAACTGCATCTGTAACCTGCTGTAATCTAACGCTTA

CAAGGACGCCAGTCTGGGAGTACGTAAAACTCGTCCACACCCCTGACCCTTTGACGTAGACATTGGACGACATTAGATTGCGAAT

I

ANXA11-203 >

TCTAAATACTACTGTGCTCACACAGAGAACACCGCAAAAGTAGAGGTGTTCCTCCAGAGGGCAGGTGAGCAGATGGCACAGTCTG

AGATTTATGATGACACGAGTGTGTCTCTTGTGGCGTTTTCATCTCCACAAGGAGGTCTCCCGTCCACTCGTCTACCGTGTCAGAC

1/ S

ANXA11-203 >

CTTGGAATTCAGTCAGGTGATGAGAGATGAGATGAGGCACTCCTAGCTTTGGGAAGAGGGAGCTGAAAGATGAACCTTTGCAGGT

GAACCTTAAGTCAGTCCACTACTCTCTACTCTACTCCGTGAGGATCGAAACCCTTCTCCCTCGACTTTCTACTTGGAAACGTCCA

. . S >

ANXA11-203 >

GCCCACGGTCAAAGTGGTGGTTTAATGCCATGCCATGCCCATTTTCTGTTGGCCTTGGCAGGGAGTTACAGCCCTACCTTAGGAC

CGGGTGCCAGTTTCACCACCAAATTACGGTACGGTACGGGTAAAAGACAACCGGAACCGTCCCTCAATGTCGGGATGGAATCCTG

I i >

ANXA11-203 >

CTGGCTCCTTATTTCTGCTGTAGGCTCTTTCCTGCCCTGGCCGAGATGGAGTGGAATGAGACCTAGAAACATCAAGCTAAATACA

GACCGAGGAATAAAGACGACATCCGAGAAAGGACGGGACCGGCTCTACCTCACCTTACTCTGGATCTTTGTAGTTCGATTTATGT

I

ANXA11-203 >

TGTCCTCAGAAAGATAAAGGTTTACATTTTCACCCCCATCAAATCTGAAAGCTCTCTGCCTGTGTTTTTCTAAGGGATAGGGACA

ACAGGAGTCTTTCTATTTCCAAATGTAAAAGTGGGGGTAGTTTAGACTTTCGAGAGACGGACACAAAAAGATTCCCTATCCCTGT

1/ S

ANXA11-203 >

TCATTACTCAGTCCACAACCTGGACTCATGTAGGGTCCCCTGTCAGTAAAGGAGTCAGTCAAGCCCACCAGGTATACCAAGGACT

AGTAATGAGTCAGGTGTTGGACCTGAGTACATCCCAGGGGACAGTCATTTCCTCAGTCAGTTCGGGTGGTCCATATGGTTCCTGA

. . S >

ANXA11-203 >

CTTACCCTCAGCCCCTACTCCTTGGAAAGCTGCCCCTTGGCCTAATATTGGTGTTTAGCTTGAGCCTGACTCCTTCTCAACACTA

GAATGGGAGTCGGGGATGAGGAACCTTTCGACGGGGAACCGGATTATAACCACAAATCGAACTCGGACTGAGGAAGAGTTGTGAT

I i >

ANXA11-203 >

AGAGCTGATGAAGTCCTGAAGCAGAAAGAGCTCTGACCTGAGAGTCAAACATCCTTATTCTGATCTCAGCTCAGCCCCTGATTTG

TCTCGACTACTTCAGGACTTCGTCTTTCTCGAGACTGGACTCTCAGTTTGTAGGAATAAGACTAGAGTCGAGTCGGGGACTAAAC

I

ANXA11-203 >

21,335

21,420

21,505

21,590

21,675

21,760

21,845

21,930

22,015

22,100



TTGTGTGACCCTGGATATGTCACTTCCTGTCTTTTTGACTTTTTAAAATGAAGGGTAGACTAGAGGAGAGCTTCTAAAACTTTAA

22,185
AACACACTGGGACCTATACAGTGAAGGACAGAAAAACTGAAAAATTTTACTTCCCATCTGATCTCCTCTCGAAGATTTTGAAATT
TGTGGTCAACGAAATGGAATAGGAAATTCCACAAGTCTGTCCTTCCACAAAAGCAGCAAATAAGGTGGCAAAAACTCAAATTTAT

22,270

ACACCAGTTGCTTTACCTTATCCTTTAAGGTGTTCAGACAGGAAGGTGTTTTCGTCGTTTATTCCACCGTTTTTGAGTTTAAATA

I
I R

GGGAACTCTGGAAACGAATTGAAAGTTTACAGCAATCAGGTGAATACCTAAGAATAAAAGCTGGATTTAGTAAGA 3

CCCTTGAGACCTTTGCTTAACTTTCAAATGTCGTTAGTCCACTTATGGATTCTTATTTTCGACCTAAATCATTCT 5"



Feature Location Size 0 +* Type

ANXA11 1 .. 22,345 22,345 bp [} -+ gene
/note = gene ENSG00000122359

Protein coding
ANXA11-202 1 .. 22,345 22,345 bp =] —+ prim_transcript
/note = primary transcript ENST00000372231
ANXA11-203 1 .. 22,345 22,345 bp [} = prim_transcript
/note = primary transcript ENST00000422982
ANXA11-205 1 .. 22,345 22,345 bp [m] —+ prim_transcript
/note = primary transcript ENST00000438331
ANXA11-208 1 .. 400 400 bp [} -+ prim_transcript
/note = primary transcript ENST00000463657

protein_coding_CDS_not_defined
ANXA11-204 213 .. 4154 3942 bp [m] —+ prim_transcript
/note = primary transcript ENST00000437799
ANXA11-201 363 .. 18,110 17,748 bp [} —+ prim_transcript
/note = primary transcript ENST00000265447
ANXA11-202 373 .. 17,381 17,009 bp =] —+ CDS

F 14 segments = 1518 bp

/note = coding sequence ENSP00000361305

MSYPGYPPPPGGYPPAAP,GGGPWGGAAYPPPPSMPPIGLDNVATYAGQFNQDYLSGM,AANMSGTFGGANMPNLYPGAPGAGYPPVPPG
GFGQPPSAQQPVPPYGMYPPPGGNPPSRMPSYPPYPGAPVPGQPMPPPGQQPPGAYPGQPPVTYPGQPPVPLPGQQQPVPSYPGYPGS

GTVTPAVPPTQ,FGSRGTITDAPGFDPLRDAEVLRKAMKGF, GTDEQAIIDCLGSRSNKQRQQILLSFKTAYGK,,DLIKDLKSELSGNFEKTIL
ALMKTPVLFDIYEIKEAIK, GVGTDEACLIEILASRSNEHIRELNRAYKA ,EFKKTLEEAIRSDTSGHFQRLLISLSQ, GNRDESTNVDMSLAQR
DAQ,ELYAAGENRLGTDESKFNAVLCSRSRAHLVA,VFNEYQRMTGRDIEKSICREMSGDLEEGMLAV,VKCLKNTPAFFAERLNKAMR,,GA
63 & BRiTHd REYHL SRSET B LRI RSEYKRMY GKSLYHDIS, GDTSGDYRKILLKICGGND *

ANXA11-203 373 .. 17,381 17,009 bp =] —* CDs

/translation

F 14 segments = 1518 bp

/note = coding sequence ENSP00000404412

MSYPGYPPPPGGYPPAAP,GGGPWGGAAYPPPPSMPPIGLDNVATYAGQFNQDYLSGM, AANMSGTFGGANMPNLYPGAPGAGYPPVPPG
GFGQPPSAQQPVPPYGMYPPPGGNPPSRMPSYPPYPGAPVPGQPMPPPGQQPPGAYPGQPPVTYPGQPPVPLPGQQQPVPSYPGYPGS

GTVTPAVPPTQ,FGSRGTITDAPGFDPLRDAEVLRKAMKGF, GTDEQAIIDCLGSRSNKQRQQILLSFKTAYGK,,DLIKDLKSELSGNFEKTIL
ALMKTPVLFDIYEIKEAIK, GVGTDEACLIEILASRSNEHIRELNRAYKA ,EFKKTLEEAIRSDTSGHFQRLLISLSQ, GNRDESTNVDMSLAQR
DAQ,ELYAAGENRLGTDESKFNAVLCSRSRAHLVA,VFNEYQRMTGRDIEKSICREMSGDLEEGMLAV,VKCLKNTPAFFAERLNKAMR,,GA
6T KBRS REYHL SRSET R LRI RSEYKRMY GKSLYHDIS, GDTSGDYRKILLKICGGND *

ANXA11-205 373 .. 17,381 17,009 bp =] —+ CDs

/translation

F 14 segments = 1518 bp

/note = coding sequence ENSP00000398610

MSYPGYPPPPGGYPPAAP,GGGPWGGAAYPPPPSMPPIGLDNVATYAGQFNQDYLSGM,AANMSGTFGGANMPNLYPGAPGAGYPPVPPG
GFGQPPSAQQPVPPYGMYPPPGGNPPSRMPSYPPYPGAPVPGQPMPPPGQQPPGAYPGQPPVTYPGQPPVPLPGQQQPVPSYPGYPGS

GTVTPAVPPTQ,FGSRGTITDAPGFDPLRDAEVLRKAMKGF,GTDEQAIIDCLGSRSNKQRQQILLSFKTAYGK, DLIKDLKSELSGNFEKTIL
ALMKTPVLFDIYEIKEAIK,GVGTDEACLIEILASRSNEHIRELNRAYKA, EFKKTLEEAIRSDTSGHFQRLLISLSQ,,GNRDESTNVDMSLAQR
DAQ,ELYAAGENRLGTDESKFNAVLCSRSRAHLVA,VFNEYQRMTGRDIEKSICREMSGDLEEGMLAV,VKCLKNTPAFFAERLNKAMR,,GA
63 KRRTHS REVHE SRSET R LRI RSEYKRMY GKSLYHDIS, GDTSGDYRKILLKICGGND*

/translation

ANXA11-204 373 .. 4154 3782 bp ] —* CDS
F 3 segments = 450 bp

/note = coding sequence ENSP00000414642

MSYPGYPPPPGGYPPAAP,GGGPWGGAAYPPPPSMPPIGLDNVATYAGQFNQDYLSGM, AANMSGTFGGANMPNLYPGAPGAGYPPVPPG
GFGQPPSAQQPVPPYGMYPPPGGNPPSRMPSYPPYPGAPVPGQPMPPPGQQPPGAYPGQPPV

150 amino acids = 15.0 kDa

Donor Template WT -> SNV 2344 .. 2406 63 bp [} H misc_feature

ANXA11-201 2363 .. 17,381 15,019 bp =] —+ CDS

/translation

F 13 segments = 1419 bp

/note = coding sequence ENSP00000265447
MPPIGLDNVATYAGQFNQDYLSGM,AANMSGTFGGANMPNLYPGAPGAGYPPVPPGGFGQPPSAQQPVPPYGMYPPPGGNPPSRMPSYP
PYPGAPVPGQPMPPPGQQPPGAYPGQPPVTYPGQPPVPLPGQQQPVPSYPGYPGSGTVTPAVPPTQ,FGSRGTITDAPGFDPLRDAEVLR
KAMKGF, GTDEQAIIDCLGSRSNKQRQQILLSFKTAYGK, DLIKDLKSELSGNFEKTILALMKTPVLFDIYEIKEAIK,GVGTDEACLIEILASRS
NEHIRELNRAYKA , ,EFKKTLEEAIRSDTSGHFQRLLISLSQ, GNRDESTNVDMSLAQRDAQ,ELYAAGENRLGTDESKFNAVLCSRSRAHLVA
+VFNEYQRMTGRDIEKSICREMSGDLEEGMLAV,VKCLKNTPAFFAERLNKAMR, GAGTKDRTLIRIMVSRSETDLLDIRSEYKRMYGKSLYH
BIS, SRS GOYRKILEKIL (AN D *

PAM 2370 .. 2372 3 bp O H misc_feature
Protospacer Sequence 2373 .. 2392 20 bp -] H misc_feature

/translation



Feature Location Size 0 = Type

SNV 2375 .. 2375 1 bp (m] Lo misc_feature
/note = WT =G

SNV =A
ANXA11-210 4147 .. 6835 2689 bp =] —+ prim_transcript
/note = primary transcript ENST00000481805

Retained intron
ANXA11-206 11,222 .. 17,594 6373 bp =] —+ prim_transcript
/note = primary transcript ENST00000447489
ANXA11-206 11,222 .. 16,825 5604 bp =] —+ CDS

F 5segments = 446 bp

/note = coding sequence ENSP00000405009

GRTAWEQTSPSSMRFCAPGAGPTW*Q,FSMSTRE*QAGTLRRASAGRCPGTWRRACWPW,*NVSRIPQPSLRRGSTRP*G,GQEQRTGP*
FASWCLAARPTSWTSDQSISGCTASRCTTTSR,VSPACQQAMDIWKKPHALPSSCLGWKEMI

148 codons (5 internal stop codons)
ANXA11-207 15,216 .. 17,646 2431 bp [m] —+ prim_transcript

/translation

/note = primary transcript ENST00000463340
protein_coding_CDS_not_defined



Primer Length ) Binding Sites - Tm Date Added
PCR Reverse 20-mer 2176 .. 2195 s 59°C Jan 10, 2023
/sequence = TCATGTGGTCTGTGGTGTCC
55% GC / 6146.0 Da
Donor Template WT -> SNV 63-mer 2344 .. 2406 — 81°C Jan 10, 2023
/sequence = TGCCCCGCATAGGTGGCCACGTTATCCAGCCTGATGGGGGGCATGCTGGGCGGAGGAGGGTAG
67% GC / 19,642.7 Da
gRNA Protospacer 20-mer 2373 2392 -— 65°C Jan 10, 2023
/sequence = GGCCACGTTATCCAGCCCGA
65% GC / 6063.0 Da
PCR Forward 21-mer 2578 .. 2598 — 58°C Jan 10, 2023
/sequence = GCAGAAGCCTGATGAAAACCC
52% GC / 6433.3 Da
Sanger Sequencing 21-mer 2578 .. 2598 -— 58°C Jan 10, 2023
/sequence = GCAGAAGCCTGATGAAAACCC

52% GC / 6433.3 Da



