gRNA Protospacer (2343 .. 2359)
(2278 .. 2377) Donor Template SNV -> REV | PCR Forward (2545 .. 2565)
(2143 .. 2162) PCR Reverse Sanger Sequencing (2545 .. 2565)

5000 10,000 15,000 20,000
| ANXATL >
| ANXAI1-203 >
e o A N ST S
ANXA11-203

I

Donor Template SNV -> REV

Protospacer Sequence

SNV

INK2S00114R_ANXA11_G38R_A07_AA
22,312 bp



CACTGCACCCTTGCCAGCAGAGGCAGGAGCAAAGCTTCAGTGAGAGGGCCTTTCAAGGAAACTGGCTCATGGGGAGTGAATCCTG

GTGACGTGGGAACGGTCGTCTCCGTCCTCGTTTCGAAGTCACTCTCCCGGAAAGTTCCTTTGACCGAGTACCCCTCACTTAGGAC

Y =

| ANXA11-203 >

TCACTGTGGGTGGGGCCGGGGGTGTGGCCCTGGCCCAGAAGTCAGGCAGCATGCTGGTGGGTACTGTTTCTAGCTGGAGGCACCA

AGTGACACCCACCCCGGCCCCCACACCGGGACCGGGTCTTCAGTCCGTCGTACGACCACCCATGACAAAGATCGACCTCCGTGGT

I

ANXA11-203 >

GCAGGAGACAGTGAACTGGTCTGCGACAAGCAGGGCAGATGCAGCAGTTTCTTCTGCAGGGTCCCAGTTGTGGTGGTGGCTGCCC

CGTCCTCTGTCACTTGACCAGACGCTGTTCGTCCCGTCTACGTCGTCAAAGAAGACGTCCCAGGGTCAACACCACCACCGACGGG

1/ S

ANXA11-203 >

TTTCAAGAAGCTGGGTCCCACGGGCCAGCAGGGGCTCTCAGGCAGAGCCTGAATGTGCTTTCGTCTTCTCTTCCAGATCTAACCA

AAAGTTCTTCGACCCAGGGTGCCCGGTCGTCCCCGAGAGTCCGTCTCGGACTTACACGAAAGCAGAAGAGAAGGTCTAGATTGGT

. . S >

ANXA11-203 >

ANXA11-203

TGAGCTACCCTGGCTATCCCCCGCCCCCAGGTGGCTACCCACCAGCTGCACCAGGTAAGAGGGTCTGGGGTGGGGAGGAGAGTGA

ACTCGATGGGACCGATAGGGGGCGGGGGTCCACCGATGGGTGGTCGACGTGGTCCATTCTCCCAGACCCCACCCCTCCTCTCACT

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 P P G G Y P P A A P
NS ool e oLk I — — — = = = = = = = = = = = = = = = == = === >
ANXA11-203

ATGCTGCCTCTGTACAGTGGCTGGGAGTGGAGAGGGGAGAACAGTAGTTTCCTCACTCCCCTCCTCCCCTCACAGCACGGCCCAG

TACGACGGAGACATGTCACCGACCCTCACCTCTCCCCTCTTGTCATCAAAGGAGTGAGGGGAGGAGGGGAGTGTCGTGCCGGGTC

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

CAGGGGAGGAGAGGACAACAGGAGTAGTGGGACAGCCAGCCGAGGCAGGGGCTGGAGAAGAGCATGACACTAAGGCCATCGGAGG

GTCCCCTCCTCTCCTGTTGTCCTCATCACCCTGTCGGTCGGCTCCGTCCCCGACCTCTTCTCGTACTGTGATTCCGGTAGCCTCC

I i >

ANXA11-203 >

ANXA11-203

CCTAGGTTTGAAACTGCCTCCAGAAAGCCCTGGACCAGGCCCAGGGCTGGGTCTCTTGCCTTACTCTCTAGTAACAGTGGGCAAA

GGATCCAAACTTTGACGGAGGTCTTTCGGGACCTGGTCCGGGTCCCGACCCAGAGAACGGAATGAGAGATCATTGTCACCCGTTT

I —————. >

ANXA11-203 >

ANXA11-203

85

170

340

425

510

680



TGCTGTCACTTTGAGACTCAGTTTTCTTCTCCGCAAAATTGCTTCAAGGATTTCTCCCTCATTAGGTGGTCCTGGATACTGATGA

ACGACAGTGAAACTCTGAGTCAAAAGAAGAGGCGTTTTAACGAAGTTCCTAAAGAGGGAGTAATCCACCAGGACCTATGACTACT

I i >

ANXA11-203 >

ANXA11-203

GATAGGCAGGCAGAGCGACACGGTGTCCTCCAAAGCATTGCTAGGTGATGGTTGCCCCTTACCACCTCTCCTACCCTCTGCTCAA

CTATCCGTCCGTCTCGCTGTGCCACAGGAGGTTTCGTAACGATCCACTACCAACGGGGAATGGTGGAGAGGATGGGAGACGAGTT

I

ANXA11-203 >

ANXA11-203

GGTGTGTGGGTTTGCAGCAACAAGATCCCCCTTGCCAAGAGAGGAAGTGGAGGCAGATGCTAAGGGTCAAAGGTCACTCCCTGTT

CCACACACCCAAACGTCGTTGTTCTAGGGGGAACGGTTCTCTCCTTCACCTCCGTCTACGATTCCCAGTTTCCAGTGAGGGACAA

1/ S

ANXA11-203 >

ANXA11-203

TTCTGCAGGAGCTGTGGGTAGTCACATGGAGAAGTCGTCTTCTCTGGCCCTGGCCCCTTTTGGTCCTCAAATGAGATTTGGTCCC

AAGACGTCCTCGACACCCATCAGTGTACCTCTTCAGCAGAAGAGACCGGGACCGGGGAAAACCAGGAGTTTACTCTAAACCAGGG

. . S >

ANXA11-203 >

ANXA11-203

CACTGTGGGAAAGGAAATATGAGGGCTCATGAGACCAAGGGGAGAAAAGGGTCATTCCAAGGCTGGTCATCCTGAGGGTGCCTGA

GTGACACCCTTTCCTTTATACTCCCGAGTACTCTGGTTCCCCTCTTTTCCCAGTAAGGTTCCGACCAGTAGGACTCCCACGGACT

I i >

ANXA11-203 >

ANXA11-203

GCCGCTGCCCCTCTCCCCAGGGGACTCCTAGGCATCATTGATTTCTTTGGAGCTGAGGTCCTGTGGTTTGAACACCCCAGACCTG

CGGCGACGGGGAGAGGGGTCCCCTGAGGATCCGTAGTAACTAAAGAAACCTCGACTCCAGGACACCAAACTTGTGGGGTCTGGAC

I

ANXA11-203 >

ANXA11-203

CAGGCCATTTACCTTCCCTCCCATTCAGCAGGTGAAGAACAGACTCAGACCTAGAGGTGGCTCAGCTGCTGTCCCAGGGCATGTT

GTCCGGTAAATGGAAGGGAGGGTAAGTCGTCCACTTCTTGTCTGAGTCTGGATCTCCACCGAGTCGACGACAGGGTCCCGTACAA

1/ S

ANXA11-203 >

ANXA11-203

765

935

1020

1105

1190

1275



AGGGGCTGAGCTGGGCCACTGCCCTCTGAATGAGCCCACCCCAGGTTGGCTGGCACTGGCCTGGGTTCTCTCTCTATAGTAGAAA

TCCCCGACTCGACCCGGTGACGGGAGACTTACTCGGGTGGGGTCCAACCGACCGTGACCGGACCCAAGAGAGAGATATCATCTTT

I i >

ANXA11-203 >

ANXA11-203

TCCTGCCATCCAGATCCTGCCACTGCCACCTTTGCTAGCACAGCTGAGCAGCCTCTGAGCAGCAAGAGAGGAGGAGGCAGGAAAT

AGGACGGTAGGTCTAGGACGGTGACGGTGGAAACGATCGTGTCGACTCGTCGGAGACTCGTCGTTCTCTCCTCCTCCGTCCTTTA

I

ANXA11-203 >

ANXA11-203

TTAGGGAAGGTTCTTCCTGGAGGGTCTGGAGCCCTGGAGATGAAGAGCCGATCCGAAGCTGCCATGTAGAGGAAAGCATCTAACA

AATCCCTTCCAAGAAGGACCTCCCAGACCTCGGGACCTCTACTTCTCGGCTAGGCTTCGACGGTACATCTCCTTTCGTAGATTGT

1/ S

ANXA11-203 >

ANXA11-203

GGCCAGAGGCCCCATGATGATGTCGAATGCCCATCGGGCACCCAGCTGAGCCCTGCAGGTGTTAACTCAGTCTTCGTCACAGCAG

CCGGTCTCCGGGGTACTACTACAGCTTACGGGTAGCCCGTGGGTCGACTCGGGACGTCCACAATTGAGTCAGAAGCAGTGTCGTC

. . S >

ANXA11-203 >

ANXA11-203

TCTAGGCATACACTCACCATTAGCCCATTTGTAAGCTGAGGAAACAAGCCTAAGGAGGGTGAAAGCCTTGCCCCAGGGCACATAC

AGATCCGTATGTGAGTGGTAATCGGGTAAACATTCGACTCCTTTGTTCGGATTCCTCCCACTTTCGGAACGGGGTCCCGTGTATG

I i >

ANXA11-203 >

ANXA11-203

CGGTCCTGCTGGTTTCAGAGCGGGCTTTTCACCTCTGTTTCTTCCTGTCCTCTTGTGGACTGGTATCTGTGTTTACCATGACCCA

GCCAGGACGACCAAAGTCTCGCCCGAAAAGTGGAGACAAAGAAGGACAGGAGAACACCTGACCATAGACACAAATGGTACTGGGT

I

ANXA11-203 >

ANXA11-203

GCCCCATGTCCCTCCAGCCTCTTATCCTGCTTCTCCCTGCCTTTTACAGACTTGTAATAGCAAACAGCCAAACCCCCTCCCGCCA

CGGGGTACAGGGAGGTCGGAGAATAGGACGAAGAGGGACGGAAAATGTCTGAACATTATCGTTTGTCGGTTTGGGGGAGGGCGGT

1/ S

ANXA11-203 >

ANXA11-203

1360

1445

1530

1615

1700

1785

1870



GTGCCTTCGCATTACTGAAATCTCAGAGCTCCCTATGGTCACCTCTGTCATGGGCTCAGCATGGTGTCCCACAACAGTCTGTCCT

CACGGAAGCGTAATGACTTTAGAGTCTCGAGGGATACCAGTGGAGACAGTACCCGAGTCGTACCACAGGGTGTTGTCAGACAGGA

I i >

ANXA11-203 >

ANXA11-203

TGTCTGTCCTCCTGCTCCATGATGGTGAACTTGGGAGGGCAGAGCCTGCCTGGGCTCTCCCAGCCTCCTTAATACCCCACAGAGG

ACAGACAGGAGGACGAGGTACTACCACTTGAACCCTCCCGTCTCGGACGGACCCGAGAGGGTCGGAGGAATTATGGGGTGTCTCC

ANXA11-203 >

ANXA11-203

GTCTTGGGAGTGTTTGGGGAACTCCACCTTCCTCCCTGGGAAGAGGGGAAGGTTTCCCCTCCTCTGCCAGTGGGATAGGGGGAGA

CAGAACCCTCACAAACCCCTTGAGGTGGAAGGAGGGACCCTTCTCCCCTTCCAAAGGGGAGGAGACGGTCACCCTATCCCCCTCT

ANXA11-203 >

ANXA11-203

PCR Reverse
[TCATGTGGTCTGTGGTGTCC

CTTTCCTCCTGGTGTTTTCATGTGGTCTGTGGTGTCCCGAGGCTCGAGGCTCGAGGCTTTACTGGGCCTCCCTTTCTGACCACCT

GAAAGGAGGACCACAAAAGTACACCAGACACCACAGGGCTCCGAGCTCCGAGCTCCGAAATGACCCGGAGGGAAAGACTGGTGGA

ANXA11-203 >

ANXA11-203

Donor Template SNV -> REV
lgctttcagGTGGTGGTCC

GGGAGCTCTCATCTCTGCCTTTCCCCGTGTGGTGGGGGACTGGCAGGGGGCTAAAGGGCTTGGTGTTGCTTTCAGGTGGTGGTCC

CCCTCGAGAGTAGAGACGGAAAGGGGCACACCACCCCCTGACCGTCCCCCGATTTCCCGAACCACAACGAAAGTCCACCACCAGG

>

ANXA11-203 >

L 20 L L
G G G P

------------------------------------------------------------- ENSE0000364... I3
ANXA11-203

1955

2040

2125

2210

2295



Donor Template SNV -> REV
CTGGGGAGGTGCTGCCTACCCTCCTCCGCCCAGCATGCCCCCCATCGGGCTGGATAACGTGGCCACCTATGCGGGGCAGTTC

CTGGGGAGGTGCTGCCTACCCTCCTCCGCCCAGCATGCCCCCCATCGGGCTGGATAACGTGGCCACCTATGCGGGGCAGTTCAAC

GACCCCTCCACGACGGATGGGAGGAGGCGGGTCGTACGGGGGGTAGCCCGACCTATTGCACCGGTGGATACGCCCCGTCAAGTTG

ANXA11-203 >
L L 25 L L L L 30 L L L L 35 L ' ' 1 40 ' 1 ' ' 45 1 1 1 ' 50
W G G A A Y P P P P S M P P I G 1< D N V A i ¥ A G Q E N
ENSE00003646683 >
ANXA11-203
1 Protospacer Sequence
PAM
SNV
AGTCCGACCTATTGCACCGGI
gRNA Protospacer

CAGGACTATCTCTCGGGAATGGTGAGTCCAGCTCTCCTGCTGAGGCAGCCCTGGGGCCACACCTGCGTGGCCAGAGGAATCAAAG

GTCCTGATAGAGAGCCCTTACCACTCAGGTCGAGAGGACGACTCCGTCGGGACCCCGGTGTGGACGCACCGGTCTCCTTAGTTTC
ANXA11-203 >

L L L L 55 L L
Q D Y L S G M
ENSEO0003646683 [Ny g >
ANXA11-203

CTGCTGGCCTCTGGGGCTCCAGAGTTGTCTATGTGTGTGTTGCTGTGGTGTGTAGTGTGTTGAGCTGTACCTTAGAACAGGGTTT

GACGACCGGAGACCCCGAGGTCTCAACAGATACACACACAACGACACCACACATCACACAACTCGACATGGAATCTTGTCCCAAA
ANXA11-203 >

ANXA11-203

CCCAAA
PCR Forward

2380

2465

2550

CCCAAA
Sanger Sequencing

TCATCAGGCTTCTGCCACCTGCTCTCTGCCCCTCTCTGGGTCTCACTTTTCCCATCTGTAAAATGAGGGGAAGGGGACCAGATGA

AGTAGTCCGAAGACGGTGGACGAGAGACGGGGAGAGACCCAGAGTGAAAAGGGTAGACATTTTACTCCCCTTCCCCTGGTCTACT

>

ANXA11-203 >

e .

ANXA11-203

AGTAGTCCGAAGACG'
PCR Forward

AGTAGTCCGAAGACG]|
Sanger Sequencing

TCTCACAGGTCCCTTTCAGCCCTGAGGGGTTAGGGTTGGGAAGGTGGCGAGGGTATCTGCATGAGTGTGCATGCACGTGCTATGT

AGAGTGTCCAGGGAAAGTCGGGACTCCCCAATCCCAACCCTTCCACCGCTCCCATAGACGTACTCACACGTACGTGCACGATACA

INNEEEE————  ——.—————.—.———-.—.—————————— >

ANXA11-203 >

ANXA11-203

2635

2720



ATGAGTATCCACATTCATATACCTGCATGTGCATGTGTGTACATATGGAGGGCTCTTCTGGTTAGGCCTTGGTGGGTGTGTGGCA

TACTCATAGGTGTAAGTATATGGACGTACACGTACACACATGTATACCTCCCGAGAAGACCAATCCGGAACCACCCACACACCGT

I i >

ANXA11-203 >

ANXA11-203

GGTATCTTGGGCAGACATGCTACTTTTTAAATTTGTTGTTTCACTTTTAAAATAATACATTTTATGATTTGAAAACAAACGTATG

CCATAGAACCCGTCTGTACGATGAAAAATTTAAACAACAAAGTGAAAATTTTATTATGTAAAATACTAAACTTTTGTTTGCATAC

I

ANXA11-203 >

ANXA11-203

CTTAGTTTATGATTTGAAAACAAACGTATGCTTAGAGGAAATTATGCAACCAATACACACCCTAATTTGTGCCAGGCCCAGTTCT

GAATCAAATACTAAACTTTTGTTTGCATACGAATCTCCTTTAATACGTTGGTTATGTGTGGGATTAAACACGGTCCGGGTCAAGA

1/ S

ANXA11-203 >

ANXA11-203

AGGCACTGGGGATATGTGAATAAAACAAACAAAAATCTCAGCCGTGCTGCACTTATCATCTATGGGGAAAAGACAGGCAGTACCT

TCCGTGACCCCTATACACTTATTTTGTTTGTTTTTAGAGTCGGCACGACGTGAATAGTAGATACCCCTTTTCTGTCCGTCATGGA

. . S >

ANXA11-203 >

ANXA11-203

TAAGTCAACGATGTGATGTTATTGAAAGTGTAGGTGCCATAGGAACAAGTTGACCAGGGTAAAGGGGTCAGGAGTGGGGGTGGGG

ATTCAGTTGCTACACTACAATAACTTTCACATCCACGGTATCCTTGTTCAACTGGTCCCATTTCCCCAGTCCTCACCCCCACCCC

I i >

ANXA11-203 >

ANXA11-203

TGATGTAAGGATAATGATTTTAAGTTAGCAGTAAGGTGGGTCTGGCTGAAAAGAGGATGTGTGAGCAAAGACCTGCATCAGGGGA

ACTACATTCCTATTACTAAAATTCAATCGTCATTCCACCCAGACCGACTTTTCTCCTACACACTCGTTTCTGGACGTAGTCCCCT

I

ANXA11-203 >

ANXA11-203

AGGAAGTGCTGTATGGATGTCTAGGGAATGCCGGTGCCCTGAGGTGCCAAGGGGTGTGAGGTGCTCAGGGACAGGGAGGAGAGGC

TCCTTCACGACATACCTACAGATCCCTTACGGCCACGGGACTCCACGGTTCCCCACACTCCACGAGTCCCTGTCCCTCCTCTCCG

1/ S

ANXA11-203 >

ANXA11-203

2805

2890

2975

3060

3145

3230

3315



CAGTGTGGCTAAAGTGGAAAGGCGAGGGGGTGAGATGGGAAATGAAGTCTGGGGGTCTAGCTCTTGCAGGGTGTAGGAGGCTATC

GTCACACCGATTTCACCTTTCCGCTCCCCCACTCTACCCTTTACTTCAGACCCCCAGATCGAGAACGTCCCACATCCTCCGATAG

I i >

ANXA11-203 >

ANXA11-203

CATCCTAAGGATTTAGGTTTTTATTCCTGGTGAGTGCAGATTCACCTGAACATGCCTGCCAGAGGTGTCTGTGGGTAGCAGGCTG

GTAGGATTCCTAAATCCAAAAATAAGGACCACTCACGTCTAAGTGGACTTGTACGGACGGTCTCCACAGACACCCATCGTCCGAC

I

ANXA11-203 >

ANXA11-203

ATGTGATGGGGATGCCCCCAACCCTGCATATGGGACCCACGCACCTTCTTGGGCAGTGAGCTCTTAACCTTCACCCAGGTGGTCT

TACACTACCCCTACGGGGGTTGGGACGTATACCCTGGGTGCGTGGAAGAACCCGTCACTCGAGAATTGGAAGTGGGTCCACCAGA

1/ S

ANXA11-203 >

ANXA11-203

GGGATGGGAGGAGCAACCATGTGGAGAGGGAAGGCATCTCCCCTGCAGAAGGGGATGAGGATCTCTGGTTTGGATCGAGTCGCAC

CCCTACCCTCCTCGTTGGTACACCTCTCCCTTCCGTAGAGGGGACGTCTTCCCCTACTCCTAGAGACCAAACCTAGCTCAGCGTG

. . S >

ANXA11-203 >

ANXA11-203

TGTTCACTGGCTGTGTAACTTTGAGCAAGTAAACTCATTCTGTGGTCTGTGAAATGGGTATAACGGTACTTCATATTCCACAAGC

ACAAGTGACCGACACATTGAAACTCGTTCATTTGAGTAAGACACCAGACACTTTACCCATATTGCCATGAAGTATAAGGTGTTCG

I i >

ANXA11-203 >

ANXA11-203

GGAGATGCTGTGAGGACTGACTTGGCTTAGGTATGAAAAAGGGTGGAGGGACGGAGTGCAGCAGGGCCCATTGGCCTCAGGCTCT

CCTCTACGACACTCCTGACTGAACCGAATCCATACTTTTTCCCACCTCCCTGCCTCACGTCGTCCCGGGTAACCGGAGTCCGAGA

I

ANXA11-203 >

ANXA11-203

GCTTTGTGTCCTTGCAGGCGGCCAACATGTCTGGGACATTTGGAGGAGCCAACATGCCCAACCTGTACCCTGGGGCCCCTGGGGC

CGAAACACAGGAACGTCCGCCGGTTGTACAGACCCTGTAAACCTCCTCGGTTGTACGGGTTGGACATGGGACCCCGGGGACCCCG

1/ S

ANXA11-203 >
L. 60 65 70 75 ., 80
A A N M S G T F G G A N M P N L Y P G A P G A
-------------- ENSE00002518768 >

ANXA11-203

3400

3485

3570

3655

3740

3825

3910



TGGCTACCCACCAGTGCCCCCTGGCGGCTTTGGGCAGCCCCCCTCTGCCCAGCAGCCTGTTCCTCCCTATGGGATGTATCCACCC

ACCGATGGGTGGTCACGGGGGACCGCCGAAACCCGTCGGGGGGAGACGGGTCGTCGGACAAGGAGGGATACCCTACATAGGTGGG

I i >

ANXA11-203 >
L L L L 85 L L L L 90 L L L L 95 L L L 100, L L 105 L L
G Y P P \ P P G G F G Q P P S A Q Q P \ P P Y G M Y P P
ENSE00002518768 >
ANXA11-203

CCAGGAGGAAACCCACCCTCCAGGATGCCCTCATATCCGCCATACCCAGGGGCCCCTGTGCCGGGCCAGCCCATGCCACCCCCCG

GGTCCTCCTTTGGGTGGGAGGTCCTACGGGAGTATAGGCGGTATGGGTCCCCGGGGACACGGCCCGGTCGGGTACGGTGGGGGGC

- fvan________________________________________P

ANXA11-203 >
L 110, ., 415 ., ., ., 120 ., ., ., ., 125 ., ., ., ., 130 ., ., ., ., 135
P G G N P P S R M P S Y P P Y P G A P \2 P G Q P M P P P
ENSE00002518768 >
ANXA11-203

GACAGCAGCCCCCAGGGGCCTACCCTGGGCAGCCACCAGTGACCTACCCTGGTCAGCCTCCAGTGCCACTCCCTGGGCAGCAGCA

CTGTCGTCGGGGGTCCCCGGATGGGACCCGTCGGTGGTCACTGGATGGGACCAGTCGGAGGTCACGGTGAGGGACCCGTCGTCGT

I

ANXA11-203 >
L L L 140 L L L 145 L L L 150 L L L 155 L L L 160 L L L 165
G Q Q p P G A Y P G Q p P V T Y P G Q p P V P L P G Q Q Q
ENSE00002518768 >
ANXA11-203

GCCAGTGCCGAGCTACCCAGGATACCCGGGGTCTGGGACTGTCACCCCCGCTGTGCCCCCAACCCAGGTGAGTGTCAGCCCACTG

CGGTCACGGCTCGATGGGTCCTATGGGCCCCAGACCCTGACAGTGGGGGCGACACGGGGGTTGGGTCCACTCACAGTCGGGTGAC

I i >

ANXA11-203 >
L L L . 170 L L 175 L L . 180 L L . 185 L
P \ P S Y P G Y P G S G T \ T P A \ P P T Q
SN S 000y R 7<) T — — — = = = = = = = = = = =« >
ANXA11-203

CCTCCCTTGGTCCAGGCCTGGGCCCCAAAGGCTGGAGACACATGGCTCAGTAGATGGGGAGACAGGGAAAGGCGCAGGCCTCCAG

GGAGGGAACCAGGTCCGGACCCGGGGTTTCCGACCTCTGTGTACCGAGTCATCTACCCCTCTGTCCCTTTCCGCGTCCGGAGGTC

1/ S

ANXA11-203 >

ANXA11-203

CTGCACTTCTTGTTTTAACAAATAGTGTCGGCCGGGTGCAGTGACTCATGCCTGTAATCCCAGCACTTTGGGAAGCTGAGGTGGG

GACGTGAAGAACAAAATTGTTTATCACAGCCGGCCCACGTCACTGAGTACGGACATTAGGGTCGTGAAACCCTTCGACTCCACCC

. . S >

ANXA11-203 >

ANXA11-203

CAGATCGCTTGAGCCCAGGAGTTCAAGACCAACCTGGGCGAAATGGTGAAACCCTATCTCTACTAAAAATAGAAAAAAAATTAGC

GTCTAGCGAACTCGGGTCCTCAAGTTCTGGTTGGACCCGCTTTACCACTTTGGGATAGAGATGATTTTTATCTTTTTTTTAATCG

I i >

ANXA11-203 >

ANXA11-203

3995

4080

4165

4250

4335

4420

4505



TGGGCATGGTGGTGCATACCTGTAGGCCCAGCTACTCGGGAGGCTGAGGTGGGAGGATCACCTCAGCCCAGGAGACAGAGGTTGC

ACCCGTACCACCACGTATGGACATCCGGGTCGATGAGCCCTCCGACTCCACCCTCCTAGTGGAGTCGGGTCCTCTGTCTCCAACG

I i >

ANXA11-203 >

ANXA11-203

AGTGAGCCGGGATCATGCCGCTGCACTCACTCCAGCCTAGGTGACAGAGTAAGACCCAGTTTTTAAAACAAAAACAAAAACAAAA

TCACTCGGCCCTAGTACGGCGACGTGAGTGAGGTCGGATCCACTGTCTCATTCTGGGTCAAAAATTTTGTTTTTGTTTTTGTTTT

I

ANXA11-203 >

ANXA11-203

AAAGACAAACAAAGAGCGTCACCTTCTTGCAGACTCCCCACCTCTGGGTTGTGTTGCTTAAGGCCCAAGGGAGCTGTCCTGTTTC

TTTCTGTTTGTTTCTCGCAGTGGAAGAACGTCTGAGGGGTGGAGACCCAACACAACGAATTCCGGGTTCCCTCGACAGGACAAAG

1/ S

ANXA11-203 >

ANXA11-203

TCCTGGTGTGATGAGACGCTCCACATCCGAGTTGGGTCAGAACACCCCTGGCGAGTACTCCTTATTCCTCTGTGTCATTTACTGC

AGGACCACACTACTCTGCGAGGTGTAGGCTCAACCCAGTCTTGTGGGGACCGCTCATGAGGAATAAGGAGACACAGTAAATGACG

. . S >

ANXA11-203 >

ANXA11-203

CTGGGCTGTGTGTTTTGTAAGAACTGCCCAGGCCACCTGTCTCAAGGCTTTGTGCTCAACAGCTGTCTTCGGTCCCTTGATATGC

GACCCGACACACAAAACATTCTTGACGGGTCCGGTGGACAGAGTTCCGAAACACGAGTTGTCGACAGAAGCCAGGGAACTATACG

I i >

ANXA11-203 >

ANXA11-203

ACCACCCCCGCCCCCCCCGGCACAGACAGGTTTTGGAGGATTATTAAAATTCCCTTTGGGTAGGGAGAATGTTGGCAGTTCCTCC

TGGTGGGGGCGGGGGGGGCCGTGTCTGTCCAAAACCTCCTAATAATTTTAAGGGAAACCCATCCCTCTTACAACCGTCAAGGAGG

I

ANXA11-203 >

ANXA11-203

AGGGTTGATCTTGGCTCATTTTGGAGAACAGTTCGTGTTTGCAGAGCCTAGAATTCGTTGTCATGGTTCTGTGGCCCAACCAGCC

TCCCAACTAGAACCGAGTAAAACCTCTTGTCAAGCACAAACGTCTCGGATCTTAAGCAACAGTACCAAGACACCGGGTTGGTCGG

1/ S

ANXA11-203 >

ANXA11-203

4590

4675

4760

4845

4930

5015

5100



AGCACAGGGGTAGTGGTATGTGCTCAATGACTATTTTTAGACAGAGGGTCTCCTTTCCTCCTTCCCTTCCATACCCACACGTTCC

TCGTGTCCCCATCACCATACACGAGTTACTGATAAAAATCTGTCTCCCAGAGGAAAGGAGGAAGGGAAGGTATGGGTGTGCAAGG

I i >

ANXA11-203 >

ANXA11-203

CCCACCCTGTGCCATCCTCCAGCCTCCCTCCCTTATCTTTTCCCTGAGCTGCCCTCTTAATTGTGTTATAACCAGTTTGTACCAG

GGGTGGGACACGGTAGGAGGTCGGAGGGAGGGAATAGAAAAGGGACTCGACGGGAGAATTAACACAATATTGGTCAAACATGGTC

I

ANXA11-203 >

ANXA11-203

CCCCTAGGAAGACAATCCACTGGGAGACAGTTTAGCCTGGAAAGTTCCAGTTTGCGGGTTTGTGCAGCTATCAGGGTCTGGAGGA

GGGGATCCTTCTGTTAGGTGACCCTCTGTCAAATCGGACCTTTCAAGGTCAAACGCCCAAACACGTCGATAGTCCCAGACCTCCT

1/ S

ANXA11-203 >

ANXA11-203

AGTCCGGCAGATGCTAGTCTAGAGAACAGTGCGAGGGAACCAGTGCTAGATCAAGAGGTCATCAGGCTGCCATGCACAGTTGTGG

TCAGGCCGTCTACGATCAGATCTCTTGTCACGCTCCCTTGGTCACGATCTAGTTCTCCAGTAGTCCGACGGTACGTGTCAACACC

. . S >

ANXA11-203 >

ANXA11-203

AGGCTCAATACCTGCATCCACTGGAGGGGACACATGGGCTAGCCAGCCCTGTTAGGAGTACCCATGTGTGCTCACATGTGCTGTG

TCCGAGTTATGGACGTAGGTGACCTCCCCTGTGTACCCGATCGGTCGGGACAATCCTCATGGGTACACACGAGTGTACACGACAC

I i >

ANXA11-203 >

ANXA11-203

GAGGCCAGGCATCGATGAGAGAGGCCACAGCCCCTGCTCCCGAGACCTGCCCTTCATCAGGAGCCTGAGCCCCAGCCCTGGAGGA

CTCCGGTCCGTAGCTACTCTCTCCGGTGTCGGGGACGAGGGCTCTGGACGGGAAGTAGTCCTCGGACTCGGGGTCGGGACCTCCT

I

ANXA11-203 >

ANXA11-203

CCTGGGCACTGGGCAGATTTTCAGCATCAGGACTCAGCTATAGGTGAGCTCCCAGCCACTGGAGCCAGGAAAAAGCTTCAGTACT

GGACCCGTGACCCGTCTAAAAGTCGTAGTCCTGAGTCGATATCCACTCGAGGGTCGGTGACCTCGGTCCTTTTTCGAAGTCATGA

1/ S

ANXA11-203 >

ANXA11-203

5185

5270

5355

5440

5525

5610

5695



AGAACACAAGGCCAGATAACAGTCAAGTTAGGTAGACGCGGCGTAAAGTCCTCTGCATTGTTGACTGTGGACTCCTTTAGATACT

TCTTGTGTTCCGGTCTATTGTCAGTTCAATCCATCTGCGCCGCATTTCAGGAGACGTAACAACTGACACCTGAGGAAATCTATGA

I i >

ANXA11-203 >

ANXA11-203

CCAACTCTTAGAGAAAGGGCTGTTCCCAGAGTCTAGGGGTGGAGCAGCCTTGAATGTGGGGAAGGCGGCATGCACGACATCTTAC

GGTTGAGAATCTCTTTCCCGACAAGGGTCTCAGATCCCCACCTCGTCGGAACTTACACCCCTTCCGCCGTACGTGCTGTAGAATG

I

ANXA11-203 >

ANXA11-203

CTGAGACTGTTTGTCCGAGTAGTTTGGAAGCCGAGGCACCATCACTGATGCTCCCGGCTTTGACCCCCTGCGAGATGCCGAGGTC

GACTCTGACAAACAGGCTCATCAAACCTTCGGCTCCGTGGTAGTGACTACGAGGGCCGAAACTGGGGGACGCTCTACGGCTCCAG

1/ S

ANXA11-203 >

L . 190 ., ., ., ., 195 ., ., ., ., 200 ., ., ., ., 205 , .,

F G S R G T I T D A P G F D P L R D A E V
------------------ ENSE00003585307 >

ANXA11-203

CTGCGGAAGGCCATGAAAGGCTTCGGTAAGAGACCCTGGGTGGCTCAAATCCTACTCCCTGCCCCCTATTTCCCAGGCAGTTTCA

GACGCCTTCCGGTACTTTCCGAAGCCATTCTCTGGGACCCACCGAGTTTAGGATGAGGGACGGGGGATAAAGGGTCCGTCAAAGT

I —————. >

ANXA11-203 >
L2100 215
L R K A M K G F
ENSE00003585307 R e >
ANXA11-203

CTGTGGCTCTGTGGGCTGGGGTAGCTGGGGGACGCTGACCTGGCCCCAGTGGTGATAGAAGGTGGATGTGGGGGTATGGCTAGCA

GACACCGAGACACCCGACCCCATCGACCCCCTGCGACTGGACCGGGGTCACCACTATCTTCCACCTACACCCCCATACCGATCGT

. . S >

ANXA11-203 >

ANXA11-203

TGCCCAGAACAGTTGAGGGGCCCAGGCCAGGGAAGTCTCAGCTGCAGAGCATCTCATGACCCCTACCCGACCCACCCCTGCTGCC

ACGGGTCTTGTCAACTCCCCGGGTCCGGTCCCTTCAGAGTCGACGTCTCGTAGAGTACTGGGGATGGGCTGGGTGGGGACGACGG

I i >

ANXA11-203 >

ANXA11-203

TCTTCCTCCAGGGACGGATGAGCAGGCCATCATTGACTGCCTGGGGAGTCGCTCCAACAAGCAGCGGCAGCAGATCCTACTTTCC

AGAAGGAGGTCCCTGCCTACTCGTCCGGTAGTAACTGACGGACCCCTCAGCGAGGTTGTTCGTCGCCGTCGTCTAGGATGAAAGG

I

ANXA11-203 >

.., 20 ., 225 0230 ., 235 . ., 240

G T D E Q A 1 1 D C L G S R S N K Q R Q Q 1 L L S
--------- ENSE00002509632 >

ANXA11-203

5780

5865

5950

6035

6120

6205

6290



TTCAAGACGGCTTACGGCAAGGCGAGCTGCGGGGTGGGGGCGCGGGACAGTGAGGCGTGTCCTGGGCTCAGCACAGCCCTGCTCT

AAGTTCTGCCGAATGCCGTTCCGCTCGACGCCCCACCCCCGCGCCCTGTCACTCCGCACAGGACCCGAGTCGTGTCGGGACGAGA

I i >

ANXA11-203 >
L. 245
F K T A Y G K
ENSE00002509632 | e T T I >
ANXA11-203

CCCCTGCTTTTCCTTGGGTGGGCCCGGATCTCCCGGATGGACAGTAAGGAGCAGGAGGGCATTTCCTTCTGCCCATCCAGCTGGT

GGGGACGAAAAGGAACCCACCCGGGCCTAGAGGGCCTACCTGTCATTCCTCGTCCTCCCGTAAAGGAAGACGGGTAGGTCGACCA

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

GGCATCGTTGGGAGGTGAAGGATGCCACCGGGTGCTGAGGTTTGCTGAGAGGCTCCAGACATCTATCCCTGGGTTCTAGCCCTTG

CCGTAGCAACCCTCCACTTCCTACGGTGGCCCACGACTCCAAACGACTCTCCGAGGTCTGTAGATAGGGACCCAAGATCGGGAAC

I i >

ANXA11-203 >

ANXA11-203

CTCTGCCACATCTCACTGAGGTTGTGGCCACATCATTTTCCTTCCCCTGCCCTCTTCATGACCACCCTGGGGGGTTTAGCTGATG

GAGACGGTGTAGAGTGACTCCAACACCGGTGTAGTAAAAGGAAGGGGACGGGAGAAGTACTGGTGGGACCCCCCAAATCGACTAC

I —————. >

ANXA11-203 >

ANXA11-203

TAAGAGCTTTGCAGGGAAAGGCTGTGAGTGCTGCCCAAGTACGAGGGGCGTGTATGAGCATATTTTGAACTTCTGGGGTTTTGAA

ATTCTCGAAACGTCCCTTTCCGACACTCACGACGGGTTCATGCTCCCCGCACATACTCGTATAAAACTTGAAGACCCCAAAACTT

A [

ANXA11-203 >

ANXA11-203

TCTTAGAAAGATAAAAATTCGGTAAATATTGATTAGATTCGTGTTCTAGCCCAGTGCTTCTCAAACTTCATTGTGTCACCGATCC

AGAATCTTTCTATTTTTAAGCCATTTATAACTAATCTAAGCACAAGATCGGGTCACGAAGAGTTTGAAGTAACACAGTGGCTAGG

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

CCTGGGCATCTTGGTAAAATGTGGTCTCTGATTTGGGAGGTTTGGGGCAGGGCTGAGAGCAGGCTTTTCTCTCAGGCCCCTGGGG

GGACCCGTAGAACCATTTTACACCAGAGACTAAACCCTCCAAACCCCGTCCCGACTCTCGTCCGAAAAGAGAGTCCGGGGACCCC

I i >

ANXA11-203 >

ANXA11-203

6375

6460

6545

6630

6715

6800

6885



GATGTCCATGCTGCTGTTCCTCAAATCTGGGATATGGCTCTTATTAGTCACTTCCTGTGGATTTTTTAAATAGACTTGTTTTTTT

CTACAGGTACGACGACAAGGAGTTTAGACCCTATACCGAGAATAATCAGTGAAGGACACCTAAAAAATTTATCTGAACAAAAAAA

I i >

ANXA11-203 >

ANXA11-203

TTTTGTTGGTTGTTTGTTTGAATATCCAATCAGGATTTGATCAAAGATCTGAAATCTGAACTGTCAGGAAACTTTGAGAAGACAA

AAAACAACCAACAAACAAACTTATAGGTTAGTCCTAAACTAGTTTCTAGACTTTAGACTTGACAGTCCTTTGAAACTCTTCTGTT

I

ANXA11-203 >
L 250 ., ., ., 255 ., ., ., ., 260 ., ., ., ., 265
D L 1 K D L K S E L S G N F E K T
--------------------------- ENSE00002494992 >
ANXA11-203

TCTTGGCTCTGATGAAGACCCCAGTCCTCTTTGACATTTATGAGATAAAGGAAGCCATCAAGGTGTGTACGTGTGTGTGTGTGTG

AGAACCGAGACTACTTCTGGGGTCAGGAGAAACTGTAAATACTCTATTTCCTTCGGTAGTTCCACACATGCACACACACACACAC

I i >

ANXA11-203 >
. . . 270 ., 275 ., ., ., 280 ., ., ., ., 28
I L A L M K T P \ L F D I Y E I K E A I K
ENSE00002494992 SRR >
ANXA11-203

TGTGTGTGTGTGTGTGTGCGCGCGTGTGTGCGCACGCGCGCATGCGTGTGGACACACAGCCCAGAAGGAGGCCTGGATGGCGTGC

ACACACACACACACACACGCGCGCACACACGCGTGCGCGCGTACGCACACCTGTGTGTCGGGTCTTCCTCCGGACCTACCGCACG

1/ S

ANXA11-203 >

ANXA11-203

TGTGTTCTAGCCCACTCATTAGCTGCTGTTGTCAGTATGGCTCCCAGGCCTTCCTGGGTTGGAGTCCACATGCTATAGAAAAGGG

ACACAAGATCGGGTGAGTAATCGACGACAACAGTCATACCGAGGGTCCGGAAGGACCCAACCTCAGGTGTACGATATCTTTTCCC

. . S >

ANXA11-203 >

ANXA11-203

AACTCCCTGTGATTTCCCCAAGAGGCAAATGACGCACCAGTCATCATCAGGGAGGCTTAAGTCTCTCTCCATCTTAAAGAAAAGG

TTGAGGGACACTAAAGGGGTTCTCCGTTTACTGCGTGGTCAGTAGTAGTCCCTCCGAATTCAGAGAGAGGTAGAATTTCTTTTCC

I i >

ANXA11-203 >

ANXA11-203

GGGAGCTCGGGTTTGAAGGTTGCGATTCTGTGGTAAGAAGAGGGGTAGGAGGCCATGGTTGGTATCGTTCTCATTCTTTAGGACT

CCCTCGAGCCCAAACTTCCAACGCTAAGACACCATTCTTCTCCCCATCCTCCGGTACCAACCATAGCAAGAGTAAGAAATCCTGA

I

ANXA11-203 >

ANXA11-203

6970

7055

7140

7225

7310

7395

7480



CTGTTACTAGCAAATGACAGAAACACACTTCGGTTTAAGAACAACAAAAGTGGAGAATCAGTCATGTGGGTAAAGAGGGCCCAGG

GACAATGATCGTTTACTGTCTTTGTGTGAAGCCAAATTCTTGTTGTTTTCACCTCTTAGTCAGTACACCCATTTCTCCCGGGTCC

I i >

ANXA11-203 >

ANXA11-203

CCAGACGTCTCTCTGGTCTCTGTCTCTCCTGAGCGCCCGCTTTTCTGTCAGTTTCTGTGCTTCTCCTACCATGGCTGCTTCATGT

GGTCTGCAGAGAGACCAGAGACAGAGAGGACTCGCGGGCGAAAAGACAGTCAAAGACACGAAGAGGATGGTACCGACGAAGTACA

I

ANXA11-203 >

ANXA11-203

GGGGTGGGAGAGGGGGCCTGTCGACCACTCTCCGCATAACTATGAGACCCAGCTCCAGAAGAGACCAGCAGGGTCTCCAAACGGG

CCCCACCCTCTCCCCCGGACAGCTGGTGAGAGGCGTATTGATACTCTGGGTCGAGGTCTTCTCTGGTCGTCCCAGAGGTTTGCCC

1/ S

ANXA11-203 >

ANXA11-203

CAGGTTCTGACGGGCCCGGCTTGGACTCACTGTTCCCTCCAGTCCTGCGGGTTTTGACTGAGGGTTGGGTCCTGTCCATTCTGTG

GTCCAAGACTGCCCGGGCCGAACCTGAGTGACAAGGGAGGTCAGGACGCCCAAAACTGACTCCCAACCCAGGACAGGTAAGACAC

. . S >

ANXA11-203 >

ANXA11-203

CAGTCCCACAGCTCTGTGTGCACCCTGCAGGCAGGGGCAGGCAGCTCCCTTGGAAAGGGAATCCCATGAGTCAGGCTGGAGCCCA

GTCAGGGTGTCGAGACACACGTGGGACGTCCGTCCCCGTCCGTCGAGGGAACCTTTCCCTTAGGGTACTCAGTCCGACCTCGGGT

I i >

ANXA11-203 >

ANXA11-203

GAAGGAGCCTGTCACTCAGAGGCCTGATAAGCACAGTGAATGTTCCCTCCTTCAGGAGAAGCAGAGACTTCAGTGTGGTGGCCTG

CTTCCTCGGACAGTGAGTCTCCGGACTATTCGTGTCACTTACAAGGGAGGAAGTCCTCTTCGTCTCTGAAGTCACACCACCGGAC

I

ANXA11-203 >

ANXA11-203

GAAAGGAGAGGGGTCTCCGCTGAAACACATCTACATGTGTTATTCTAGGGAGGGGGTCAGGAGGCCATCAGGCAGGGCGATGGCC

CTTTCCTCTCCCCAGAGGCGACTTTGTGTAGATGTACACAATAAGATCCCTCCCCCAGTCCTCCGGTAGTCCGTCCCGCTACCGG

1/ S

ANXA11-203 >

ANXA11-203

7565

7650

7735

7820

7905

7990

8075



CGGGGCCCCAGGGAGTGGACCCAGACATCTCCCTGGCCCCCGTCTTCAGCCGGAGTCATGAGCTGGTGGTTGTGGAGTGTTAGAA

GCCCCGGGGTCCCTCACCTGGGTCTGTAGAGGGACCGGGGGCAGAAGTCGGCCTCAGTACTCGACCACCAACACCTCACAATCTT

I i >

ANXA11-203 >

ANXA11-203

ACCACACAGGTTTGGGGCAGCTGTCACTCACCAGCTGTGTGTCCTTGAGCACCTGTGAAATGGGGACAGTGGATGCTGTCTCAGG

TGGTGTGTCCAAACCCCGTCGACAGTGAGTGGTCGACACACAGGAACTCGTGGACACTTTACCCCTGTCACCTACGACAGAGTCC

I

ANXA11-203 >

ANXA11-203

ACATGCTGGGAATACTGGGTGAGGGGCTAACGTGTAGTAACCCAATAGTAGCTGTAGCAGGAAACAGCTGACACAATGTCGCACG

TGTACGACCCTTATGACCCACTCCCCGATTGCACATCATTGGGTTATCATCGACATCGTCCTTTGTCGACTGTGTTACAGCGTGC

1/ S

ANXA11-203 >

ANXA11-203

TCCTGCCTGACAGGCCCTAAGTGCTCTACGTACATTAACTCACTTAATCCTCATGACTTTCCTGTGAGGTAGGTCCTAGTATCAC

AGGACGGACTGTCCGGGATTCACGAGATGCATGTAATTGAGTGAATTAGGAGTACTGAAAGGACACTCCATCCAGGATCATAGTG

. . S >

ANXA11-203 >

ANXA11-203

TCCCATCTTACAGACAAGGAACTGGAAGCACAGAGAGGTTAAGTAATGTGCCCGAGGTCACACAGCTGGTAAGCTGCAGAGCCAG

AGGGTAGAATGTCTGTTCCTTGACCTTCGTGTCTCTCCAATTCATTACACGGGCTCCAGTGTGTCGACCATTCGACGTCTCGGTC

I i >

ANXA11-203 >

ANXA11-203

GATTCAAACCAACATACAAGCCAGGCTGCCCAGCCTGTCCTCTATGGTCTTACTGTCCCTGGCGTGGTTGTCCGATTCATCCTTG

CTAAGTTTGGTTGTATGTTCGGTCCGACGGGTCGGACAGGAGATACCAGAATGACAGGGACCGCACCAACAGGCTAAGTAGGAAC

I

ANXA11-203 >

ANXA11-203

TTGTTCCTACCTTTTCCTAGTTGTTTTCAGACATTCCACCATCCCCTCTAGGACCAGGGTTTCGTATGTCCACTTGGATCTCTCT

AACAAGGATGGAAAAGGATCAACAAAAGTCTGTAAGGTGGTAGGGGAGATCCTGGTCCCAAAGCATACAGGTGAACCTAGAGAGA

1/ S

ANXA11-203 >

ANXA11-203

8160

8245

8330

8415

8500

8585

8670



TGCTTTTTACCCATTTTTTTCAGTTGTTGTCATCTCGCTTCCGGCTGAACTCTGAATAAAGCAGGCCTCGGTCCACATTTTAACC

ACGAAAAATGGGTAAAAAAAGTCAACAACAGTAGAGCGAAGGCCGACTTGAGACTTATTTCGTCCGGAGCCAGGTGTAAAATTGG

I i >

ANXA11-203 >

ANXA11-203

CAACCATTTACTGTGTGGCCTCGGACCAGCCAGTACCCCTCTCTGATGCTCAGTTTTCTGATCCATGGGGATGCCCCTTTGTGTG

GTTGGTAAATGACACACCGGAGCCTGGTCGGTCATGGGGAGAGACTACGAGTCAAAAGACTAGGTACCCCTACGGGGAAACACAC

I

ANXA11-203 >

ANXA11-203

AGCCCTACTCATCACCACTGCCACTGTCATTGTGCTTGCCCGGGCTGTGGAGAAGAGCTGATGCCCTCGAGCCTGGGAGTGGCTG

TCGGGATGAGTAGTGGTGACGGTGACAGTAACACGAACGGGCCCGACACCTCTTCTCGACTACGGGAGCTCGGACCCTCACCGAC

1/ S

ANXA11-203 >

ANXA11-203

GAGGGTGTGTCTCTGTGTCAGGGGCCTCTGTTGCTGGGATTAAGGCAGCAGCGTAGCCCCCACCCTTCTTCCCGAGTGCTGGTGA

CTCCCACACAGAGACACAGTCCCCGGAGACAACGACCCTAATTCCGTCGTCGCATCGGGGGTGGGAAGAAGGGCTCACGACCACT

. . S >

ANXA11-203 >

ANXA11-203

GGCTGCTGGAACAAGCACATGGTTGGTTGTATTCTCTGCCCCTGCAGGGGGTTGGCACTGATGAAGCCTGCCTGATTGAGATCCT

CCGACGACCTTGTTCGTGTACCAACCAACATAAGAGACGGGGACGTCCCCCAACCGTGACTACTTCGGACGGACTAACTCTAGGA

I i >

ANXA11-203 >
L0200 295
G v G T D E A C L 1 E 1 L
-------------------------------------- ENSE00002448092 >
ANXA11-203

CGCTTCCCGCAGCAATGAGCACATCCGAGAATTAAACAGAGCCTACAAAGCAGGTGAGGCCGCTCCCTCTGCCCTCTGCCCTCTG

GCGAAGGGCGTCGTTACTCGTGTAGGCTCTTAATTTGTCTCGGATGTTTCGTCCACTCCGGCGAGGGAGACGGGAGACGGGAGAC

- fvan________________________________________P

ANXA11-203 >
300 ., ., ., 305 , ., ., ., 310 , ., ., ., 315
A S R S N E H I R E L N R A Y K A
ENSE00002448092 S L I >
ANXA11-203

CCCTCTGCAGATCCCTGTGCTCTTGGGGCTGTGGCCTCATTCTCTCCTAGGGCCTTTTACTCCTTCCTGGCCTTCTTATCAACCC

GGGAGACGTCTAGGGACACGAGAACCCCGACACCGGAGTAAGAGAGGATCCCGGAAAATGAGGAAGGACCGGAAGAATAGTTGGG

I

ANXA11-203 >

ANXA11-203

8755

8840

8925

9010

9095

9180

9265



ATCTTCTGCCACCCCCAATACTTTGGGCTTTGACCCAAGACCCAGCCCTTCCTTCTGTTTATACATGGTGCAAATGACTAATGTA

TAGAAGACGGTGGGGGTTATGAAACCCGAAACTGGGTTCTGGGTCGGGAAGGAAGACAAATATGTACCACGTTTACTGATTACAT

I i >

ANXA11-203 >

ANXA11-203

AGGGAGAGGCAGGGAAAACCTGGATGTGGTTTGGGCCAAGGCTGACTAGAGGCCAGGTCAGCCTGGAGGTCACAGGCTTGTATAT

TCCCTCTCCGTCCCTTTTGGACCTACACCAAACCCGGTTCCGACTGATCTCCGGTCCAGTCGGACCTCCAGTGTCCGAACATATA

I

ANXA11-203 >

ANXA11-203

CCCTGGAGGGCCATATGGGCTATTTGTTCTCTTGAGCCCGAGCCAAGACCTCCAGCCTTTTTCTCCCCAGTACCCACTTTTGATA

GGGACCTCCCGGTATACCCGATAAACAAGAGAACTCGGGCTCGGTTCTGGAGGTCGGAAAAAGAGGGGTCATGGGTGAAAACTAT

1/ S

ANXA11-203 >

ANXA11-203

GTGTTTTGCAATGGGCAGCTCCATAAAGAGAGCTACAGGATGGACCTTCCTTGCTTCTCCCTTTCAGAATTCAAAAAGACCCTGG

CACAAAACGTTACCCGTCGAGGTATTTCTCTCGATGTCCTACCTGGAAGGAACGAAGAGGGAAAGTCTTAAGTTTTTCTGGGACC

. . S >

ANXA11-203 >

L L L 320, L
E F K K T L

------------------------------------------------------ ENSE00002460881 >

ANXA11-203

AAGAGGCCATTCGAAGCGACACATCAGGGCACTTCCAGCGGCTCCTCATCTCTCTCTCTCAGGTACTTTTCCCACGACAGGGCTC

TTCTCCGGTAAGCTTCGCTGTGTAGTCCCGTGAAGGTCGCCGAGGAGTAGAGAGAGAGAGTCCATGAAAAGGGTGCTGTCCCGAG

A [

ANXA11-203 >
. . 32 ., ., ., ., 30 ., ., ., ., 35 ., ., ., ., 340 , .,
E E A I R S D T S G H F Q R L L I S L S Q
ENSE00002460881 SR >
ANXA11-203

GGGGCCCCCAAGCCATGGAAGTCAAAGAGATGGGATCCCCGCAATGAGGAAAGGGAAAATAAATGGGGAAGGAGTGGGCATGACC

CCCCGGGGGTTCGGTACCTTCAGTTTCTCTACCCTAGGGGCGTTACTCCTTTCCCTTTTATTTACCCCTTCCTCACCCGTACTGG

I i >

ANXA11-203 >

ANXA11-203

ATACACCTGCTTCCTTTCAGGGAAACCGTGATGAAAGCACAAACGTGGACATGTCACTCGCCCAGAGAGATGCCCAGGTGAGTGT

TATGTGGACGAAGGAAAGTCCCTTTGGCACTACTTTCGTGTTTGCACCTGTACAGTGAGCGGGTCTCTCTACGGGTCCACTCACA

I

ANXA11-203 >
, 345, ., ., ., 350 ., ., ., ., 355 , ., ., ., 360 ,
G N R D E S T N \ D M S L A Q R D A Q
----------------- ENSE00002521933 —_m——_—_————>

ANXA11-203

9350

9435

9520

9605

9690

9775

9860



GATGGCCAAGCCCCTGGACTTCCTAAAGCAGGGATGCACCCCGCTTTCTTGCTTCCTGAGAGAGGTACCCTAGGGTGGAAAGAAC

CTACCGGTTCGGGGACCTGAAGGATTTCGTCCCTACGTGGGGCGAAAGAACGAAGGACTCTCTCCATGGGATCCCACCTTTCTTG

I i >

ANXA11-203 >

ANXA11-203

AATAGATAAGCAGTGGGTTGCAGATGCTGTGAGTTTCAGACGCGCTGAACTGTTCAACTGTATGACCTAGAACAGGTAATCTGAC

TTATCTATTCGTCACCCAACGTCTACGACACTCAAAGTCTGCGCGACTTGACAAGTTGACATACTGGATCTTGTCCATTAGACTG

I

ANXA11-203 >

ANXA11-203

CTCCAGGGCTTCAGCTTCCCCACCTATAGGAGGGAACATGTGAGATAATTAGTATTTCGATAGTTGATAGATCATGGTTTTGGAC

GAGGTCCCGAAGTCGAAGGGGTGGATATCCTCCCTTGTACACTCTATTAATCATAAAGCTATCAACTATCTAGTACCAAAACCTG

1/ S

ANXA11-203 >

ANXA11-203

GTGGGATTTTGTGTGACAGCGTACTTTCCCCATGTTTAGTTGCACATAGCATTATGTTTGCAAAGGGGCAAAATTTGCACTTGCT

CACCCTAAAACACACTGTCGCATGAAAGGGGTACAAATCAACGTGTATCGTAATACAAACGTTTCCCCGTTTTAAACGTGAACGA

. . S >

ANXA11-203 >

ANXA11-203

TATTAAGTTTTTGAGGATTTGAGCCTAGAAACCAGCTGCCACATTAGTTGAGCACCCTTAGAATTCTGTCGTTGTCCCTCTTGTG

ATAATTCAAAAACTCCTAAACTCGGATCTTTGGTCGACGGTGTAATCAACTCGTGGGAATCTTAAGACAGCAACAGGGAGAACAC

I i >

ANXA11-203 >

ANXA11-203

AGTTGCAGACAAAAGGGGAAAAGTCCAAGCAAAGTCCAGGCATCTGAGCTACTCTCTCGAAAAGTTTGGGTTTCCCACTAATGAA

TCAACGTCTGTTTTCCCCTTTTCAGGTTCGTTTCAGGTCCGTAGACTCGATGAGAGAGCTTTTCAAACCCAAAGGGTGATTACTT

I

ANXA11-203 >

ANXA11-203

TTTCAACCGTAGTATTATGGCAGGGCAGAGCCATTACTTCCTGGTGGGGTGGAGTTGGCCATACCTCTCTGTCTCCCTTCACTGC

AAAGTTGGCATCATAATACCGTCCCGTCTCGGTAATGAAGGACCACCCCACCTCAACCGGTATGGAGAGACAGAGGGAAGTGACG

1/ S

ANXA11-203 >

ANXA11-203

9945

10,030

10,115

10,200

10,285

10,370

10,455



TCTTGTCATCCACGGCAGGGCATTCACCAGGAGCTGCCAGTGGTCTAAATTATCTCTACCATCTGCGGGATTGGAATGAGACCTC

AGAACAGTAGGTGCCGTCCCGTAAGTGGTCCTCGACGGTCACCAGATTTAATAGAGATGGTAGACGCCCTAACCTTACTCTGGAG

I i >

ANXA11-203 >

ANXA11-203

AAGGAATGCCCCCTTGTTAGGGCTGGAGGAGAGCTACTCCTCTGGTCTGGTCCTTTTGCTGGTCCTCCTTTTCCGGAGGAGGAAA

TTCCTTACGGGGGAACAATCCCGACCTCCTCTCGATGAGGAGACCAGACCAGGAAAACGACCAGGAGGAAAAGGCCTCCTCCTTT

I

ANXA11-203 >

ANXA11-203

CTGAGGCTCAAAAAGGTTGAGCACTGTTCCCAACTGAAAGCTAGAAGCAGAGCCCGGACAAGGGCCTATACTCCTGGCTCGGTCT

GACTCCGAGTTTTTCCAACTCGTGACAAGGGTTGACTTTCGATCTTCGTCTCGGGCCTGTTCCCGGATATGAGGACCGAGCCAGA

1/ S

ANXA11-203 >

ANXA11-203

TCTGTGCCCAGTCAGCACTTGCCTCTGCCCTGGTCTCAGACCTGCTGCTCCTGCAGGGTCTGCCTTATTCAGTGTCTCTCTGGCT

AGACACGGGTCAGTCGTGAACGGAGACGGGACCAGAGTCTGGACGACGAGGACGTCCCAGACGGAATAAGTCACAGAGAGACCGA

. . S >

ANXA11-203 >

ANXA11-203

GGTAACATCCATTCCCATTCTGGGAGTCAGGGCTGGACACGCCTGGGGCTCAGGGCTCTGGCTTTTGCTCCAGCGAGAGTTTTGC

CCATTGTAGGTAAGGGTAAGACCCTCAGTCCCGACCTGTGCGGACCCCGAGTCCCGAGACCGAAAACGAGGTCGCTCTCAAAACG

I i >

ANXA11-203 >

ANXA11-203

ATGCCACTTTTAGCGGGGCAAAAATTGTCTCATGCTCTGCCTTCTCAGTCCAGAGCTGCTTTGGCCTCATCTTGACCTGTGGGAT

TACGGTGAAAATCGCCCCGTTTTTAACAGAGTACGAGACGGAAGAGTCAGGTCTCGACGAAACCGGAGTAGAACTGGACACCCTA

I

ANXA11-203 >

ANXA11-203

CTCAGCCCCTGATTGCTGCTTTCTGCTCTTTTTCAGGGCTGCTACCTGAGGCCTAGCAGGCACTTTAGAGGCCATCTAGTTCAGA

GAGTCGGGGACTAACGACGAAAGACGAGAAAAAGTCCCGACGATGGACTCCGGATCGTCCGTGAAATCTCCGGTAGATCAAGTCT

1/ S

ANXA11-203 >

ANXA11-203

10,540

10,625

10,710

10,795

10,880

10,965

11,050



GGTTGCAAATTGGCAAATACTTTAGGCTCAAACCTTCAGAAGTTTACCAGGCTCTCCTGGGTGACCTGGGCCTGGGGTCTGGGTG

CCAACGTTTAACCGTTTATGAAATCCGAGTTTGGAAGTCTTCAAATGGTCCGAGAGGACCCACTGGACCCGGACCCCAGACCCAC

I i >

ANXA11-203 >

ANXA11-203

TGGCCTGTGCCACATGTGCGTCTTCCTCTCTCTCCAGGAGCTGTATGCGGCCGGGGAGAACCGCCTGGGAACAGACGAGTCCAAG

ACCGGACACGGTGTACACGCAGAAGGAGAGAGAGGTCCTCGACATACGCCGGCCCCTCTTGGCGGACCCTTGTCTGCTCAGGTTC

I

ANXA11-203 >

. . 365 ., 370 . . 375 .

E L Y A A G E N R L G T D E S K
------------------------------ ENSE00000909279 >

ANXA11-203

TTCAATGCGGTTCTGTGCTCCCGGAGCCGGGCCCACCTGGTAGCAGGTAAGGCAGGCTGGGGTCCCTCAGAGGCCAGTTAGATGA

AAGTTACGCCAAGACACGAGGGCCTCGGCCCGGGTGGACCATCGTCCATTCCGTCCGACCCCAGGGAGTCTCCGGTCAATCTACT

I i >

ANXA11-203 >
, 380 . . L 385 . . L 390 . .
F N A V L C S R S R A H L V A
ENSE00000909279 R i T I IR >
ANXA11-203

GGGCAGTCAGGGGATTGTGGGGAAACAAAGCTATGGGAACACTTGGTCGTTCCTCCCTGCGTGGGGCTTTCGCCTCCTCAAAAGA

CCCGTCAGTCCCCTAACACCCCTTTGTTTCGATACCCTTGTGAACCAGCAAGGAGGGACGCACCCCGAAAGCGGAGGAGTTTTCT

1/ S

ANXA11-203 >

ANXA11-203

GCCCCCTGGTGGGAATTTAAAAGACACTGTCAGAGGGTTTCCTGAGTTCTGGCAAACATCCAGTTCTGGAGGTTCTACCGGTGTA

CGGGGGACCACCCTTAAATTTTCTGTGACAGTCTCCCAAAGGACTCAAGACCGTTTGTAGGTCAAGACCTCCAAGATGGCCACAT

. . S >

ANXA11-203 >

ANXA11-203

GAAACCTGGTGTCTTTGTACGTGGGAATGTGGAACGTCAGAGTTGGGAGGGTCCTTCGGGAGCACCCAATCCAGTGTTTTCCAAA

CTTTGGACCACAGAAACATGCACCCTTACACCTTGCAGTCTCAACCCTCCCAGGAAGCCCTCGTGGGTTAGGTCACAAAAGGTTT

I i >

ANXA11-203 >

ANXA11-203

GCCTGGCATAAGAAACAGTCATAACAATAAAACTGGGTGCCATTCATTTACTCATTCATTCAACAGATGTAAATCGCGCTCCCGC

CGGACCGTATTCTTTGTCAGTATTGTTATTTTGACCCACGGTAAGTAAATGAGTAAGTAAGTTGTCTACATTTAGCGCGAGGGCG

I

ANXA11-203 >

ANXA11-203

11,135

11,220

11,305

11,390

11,475

11,560

11,645



ATGGGTCAGTCTGTCAGGTGGTGGAGCAGGTGTGGGGCCACGGTGGGGGGCAGGGCACTGCAGAGTGTGTTCCATGGGCTGCACT

TACCCAGTCAGACAGTCCACCACCTCGTCCACACCCCGGTGCCACCCCCCGTCCCGTGACGTCTCACACAAGGTACCCGACGTGA

I i >

ANXA11-203 >

ANXA11-203

TTCTCATTTGGGGAGACAGACAGTAAACAACAATGAAATAAAATCTGTATCAGATGGGAAATCCTGTAGAGGAAAATCAAGCTGG

AAGAGTAAACCCCTCTGTCTGTCATTTGTTGTTACTTTATTTTAGACATAGTCTACCCTTTAGGACATCTCCTTTTAGTTCGACC

I

ANXA11-203 >

ANXA11-203

AAACAGGTAGGGAGTGATGGTAGGGTCCACCGGGAGGTGCTTGGGCCAGTCCCCACTGAGGTCGTGACATTTGATTTAAAAACCT

TTTGTCCATCCCTCACTACCATCCCAGGTGGCCCTCCACGAACCCGGTCAGGGGTGACTCCAGCACTGTAAACTAAATTTTTGGA

1/ S

ANXA11-203 >

ANXA11-203

AAAGGGAGATGCAGGGGCAGAGGCCTGCCTGGGGCTCCCAGCACGACTGAGAACAGTGAAGGGGGACCATGTGGAGCAGGTGGAG

TTTCCCTCTACGTCCCCGTCTCCGGACGGACCCCGAGGGTCGTGCTGACTCTTGTCACTTCCCCCTGGTACACCTCGTCCACCTC

. . S >

ANXA11-203 >

ANXA11-203

TGAGCAAGAGGAGTGGGAGGTGAGGGCAGAGAGGGGAGAGGGCCCTGCTGATGACTTCCCGGAGCTGGGTATTTATCCTGAGCAA

ACTCGTTCTCCTCACCCTCCACTCCCGTCTCTCCCCTCTCCCGGGACGACTACTGAAGGGCCTCGACCCATAAATAGGACTCGTT

I i >

ANXA11-203 >

ANXA11-203

AAGAGGAAGCCAGTGGAGGGCCCTGAGCAGAGGAGGCTGTGCAGAATCCCTGGCTGTGGTGCCGAGAATGGAGTGAAGGGTGCAA

TTCTCCTTCGGTCACCTCCCGGGACTCGTCTCCTCCGACACGTCTTAGGGACCGACACCACGGCTCTTACCTCACTTCCCACGTT

I

ANXA11-203 >

ANXA11-203

GGCCAAGCAGCGAAGCCTGTCGGGAGGCTGCTGCAGGGACCCGGGGAGGAATGGTGGTAATAGGGGCTTGTGGTGAGGAGGTGTC

CCGGTTCGTCGCTTCGGACAGCCCTCCGACGACGTCCCTGGGCCCCTCCTTACCACCATTATCCCCGAACACCACTCCTCCACAG

1/ S

ANXA11-203 >

ANXA11-203

11,730

11,815

11,900

11,985

12,070

12,155

12,240



AGGTTCCGGCCATGTTTGCTGATGAATTGGACACGTGACGTGTGGGAGAGAGAGGGTTCGAGGATTATACAGGGTTTCTTTAGGC

TCCAAGGCCGGTACAAACGACTACTTAACCTGTGCACTGCACACCCTCTCTCTCCCAAGCTCCTAATATGTCCCAAAGAAATCCG

I i >

ANXA11-203 >

ANXA11-203

CAAGCAGTGGGAGAATGGCCCTCAACTGAGACAGGGGGACTGTAGGTGGAGCTGGCTTTAGGTGCCTGTAGGGTGGAGCTGCAGG

GTTCGTCACCCTCTTACCGGGAGTTGACTCTGTCCCCCTGACATCCACCTCGACCGAAATCCACGGACATCCCACCTCGACGTCC

I

ANXA11-203 >

ANXA11-203

GAGGCTGCTGGGTTGCTGAGTGTGGAGGTCAGGAGAGGTCTGGCCTGGTTGTGGAAGGTAAGGGAGCTATGGGTAGTTGAAGTTA

CTCCGACGACCCAACGACTCACACCTCCAGTCCTCTCCAGACCGGACCAACACCTTCCATTCCCTCGATACCCATCAACTTCAAT

1/ S

ANXA11-203 >

ANXA11-203

TCTGAGGCTCTGGGACTGCAGGAGGTCCCCTCAGGAGGGAGACTGTGGGGAGCCCACCGGTGTGAGGAGACTAAGAAGGAGCAGC

AGACTCCGAGACCCTGACGTCCTCCAGGGGAGTCCTCCCTCTGACACCCCTCGGGTGGCCACACTCCTCTGATTCTTCCTCGTCG

. . S >

ANXA11-203 >

ANXA11-203

TAGGGAGGGAGGAGGACGCAGAGGAAGGGGGTCCTGGAGGCCAGTGTGAGGTGGCAGGCAAGGACTGAGGATGGTGACCACACGG

ATCCCTCCCTCCTCCTGCGTCTCCTTCCCCCAGGACCTCCGGTCACACTCCACCGTCCGTTCCTGACTCCTACCACTGGTGTGCC

I i >

ANXA11-203 >

ANXA11-203

AGCAACTGGTGGGCTGTGGCCAGGGCTGCTCCAGTGGGCAGTGAGGGTGAAAACCCAGCGACCGCTCTGTGCTGCACACAGAGAC

TCGTTGACCACCCGACACCGGTCCCGACGAGGTCACCCGTCACTCCCACTTTTGGGTCGCTGGCGAGACACGACGTGTGTCTCTG

I

ANXA11-203 >

ANXA11-203

AGGCGCTGTGGCTCTCCCCATTCGCAGCTGTGAAAGCAGGCACAGGGTGGTAGAGGAAGTAGGGGTGCACAGCTAGTAACAGCTG

TCCGCGACACCGAGAGGGGTAAGCGTCGACACTTTCGTCCGTGTCCCACCATCTCCTTCATCCCCACGTGTCGATCATTGTCGAC

1/ S

ANXA11-203 >

ANXA11-203

12,325

12,410

12,495

12,580

12,665

12,750

12,835



AGCTGGGATTTGAACCCAGACCACCCGACCCCAGAGCACACTTTTTAACCTCTGCACTATCCTGTAATGGAGCCTGAGTGAAAGC

TCGACCCTAAACTTGGGTCTGGTGGGCTGGGGTCTCGTGTGAAAAATTGGAGACGTGATAGGACATTACCTCGGACTCACTTTCG

I i >

ANXA11-203 >

ANXA11-203

ATTTTCATCTTAATCATTATTTCTTTTAATGAGTACAGAACATGTAAGTAGTGCATCAAGCCCATGGCTTCACAAACATTATTAC

TAAAAGTAGAATTAGTAATAAAGAAAATTACTCATGTCTTGTACATTCATCACGTAGTTCGGGTACCGAAGTGTTTGTAATAATG

I

ANXA11-203 >

ANXA11-203

TTAGGAGAAAAGAGTAGCTGATTGGAAGAAGATATTAATTGAGACAGATACACACAGAGCAGAAATCACAACTTTAAAATGCAAA

AATCCTCTTTTCTCATCGACTAACCTTCTTCTATAATTAACTCTGTCTATGTGTGTCTCGTCTTTAGTGTTGAAATTTTACGTTT

1/ S

ANXA11-203 >

ANXA11-203

TGGTAGCTGAGACTCAGGCTGGGGAAGGAGAGTTTTATGTCCTGGGTCAGAACTGGAGTCAGGACCAAGGTCTCCATCATGCCAC

ACCATCGACTCTGAGTCCGACCCCTTCCTCTCAAAATACAGGACCCAGTCTTGACCTCAGTCCTGGTTCCAGAGGTAGTACGGTG

. . S >

ANXA11-203 >

ANXA11-203

CTGTCTCTCTAGGAGCCAGCCATCCACTCCTGTGGGTGCTTAGCGTGTCCTAGGTCGAGGTGAGCAGCAAGAAGCCAGGCTGGCT

GACAGAGAGATCCTCGGTCGGTAGGTGAGGACACCCACGAATCGCACAGGATCCAGCTCCACTCGTCGTTCTTCGGTCCGACCGA

I i >

ANXA11-203 >

ANXA11-203

GGGGCAGGCTGGGCCTCAGCTCACAGGCAGGCTGAGGAAGACAGATGGATGCATGAATAAAGCCAAGGAATGGCAGAGACTGGAG

CCCCGTCCGACCCGGAGTCGAGTGTCCGTCCGACTCCTTCTGTCTACCTACGTACTTATTTCGGTTCCTTACCGTCTCTGACCTC

I

ANXA11-203 >

ANXA11-203

GTGTGGAGGATTTGAGAAGAGGGGACACTGTCTTGGAGTACATGGGAGTGGGCCCTGGAGGGGTATTAAGGTGCGATTTGGTTAA

CACACCTCCTAAACTCTTCTCCCCTGTGACAGAACCTCATGTACCCTCACCCGGGACCTCCCCATAATTCCACGCTAAACCAATT

1/ S

ANXA11-203 >

ANXA11-203

12,920

13,005

13,090

13,175

13,260

13,345

13,430



GCAGATTGGCAGTCCTGAGAAAGGGACCACACAGGGAGGGACATCAGGTGGTGCATGTAACTTGTGACGAAGACTCTGACTTCCT

CGTCTAACCGTCAGGACTCTTTCCCTGGTGTGTCCCTCCCTGTAGTCCACCACGTACATTGAACACTGCTTCTGAGACTGAAGGA

I i >

ANXA11-203 >

ANXA11-203

TGAGCGCTAGCAGGCCTGGGGACGTGCAGGGTGTGGGAGCAGAGTGGCAGGTGGGAGATTTTGGGGCAGAGGCCACCTCATGTGA

ACTCGCGATCGTCCGGACCCCTGCACGTCCCACACCCTCGTCTCACCGTCCACCCTCTAAAACCCCGTCTCCGGTGGAGTACACT

I

ANXA11-203 >

ANXA11-203

GTCCTCTGTTAGTCTGCTCATGCTGCCATGACAAAATACCACAGACTGGGTGGCTTAAGCAGCAGATACTCATTTTGTTACAGTT

CAGGAGACAATCAGACGAGTACGACGGTACTGTTTTATGGTGTCTGACCCACCGAATTCGTCGTCTATGAGTAAAACAATGTCAA

1/ S

ANXA11-203 >

ANXA11-203

TTGAAGGCCAGATATCCAAGAGTGGGGTGCCGGTTTCTCCCGTGGCCTCTTCGTGACAATCACTGTGCTCACATGGTCTTTCCTC

AACTTCCGGTCTATAGGTTCTCACCCCACGGCCAAAGAGGGCACCGGAGAAGCACTGTTAGTGACACGAGTGTACCAGAAAGGAG

. . S >

ANXA11-203 >

ANXA11-203

TGCATGTGCACATCCCTGGGATCTCTGTGTGTGTCCTAATCTTCTCTTCTTCTAAGGAGACCAGGCGAATTGGATTAGGGTACAC

ACGTACACGTGTAGGGACCCTAGAGACACACACAGGATTAGAAGAGAAGAAGATTCCTCTGGTCCGCTTAACCTAATCCCATGTG

I i >

ANXA11-203 >

ANXA11-203

CCTAGCAGCATGTTTTAACTTAATTACCTCTTTAAAGATCTTATCTCCAAACACGGTTATATTCTGAAGTCCTGGGAGTTGGGAC

GGATCGTCGTACAAAATTGAATTAATGGAGAAATTTCTAGAATAGAGGTTTGTGCCAATATAAGACTTCAGGACCCTCAACCCTG

I

ANXA11-203 >

ANXA11-203

TTCCACATATGAACTTTGGGGAGACACATTTCAGTTCATAATATAAGCCTCTGTCATCCCCATAGTTTTCAATGAGTACCAGAGA

AAGGTGTATACTTGAAACCCCTCTGTGTAAAGTCAAGTATTATATTCGGAGACAGTAGGGGTATCAAAAGTTACTCATGGTCTCT

1/ S

ANXA11-203 >

L 395 ., 400
vV F N E Y Q R

----------------------------------------------------- ENSE00000909278 >

ANXA11-203

13,515

13,600

13,685

13,770

13,855

13,940

14,025



ATGACAGGCCGGGACATTGAGAAGAGCATCTGCCGGGAGATGTCCGGGGACCTGGAGGAGGGCATGCTGGCCGTGGGTAAGTGTC

TACTGTCCGGCCCTGTAACTCTTCTCGTAGACGGCCCTCTACAGGCCCCTGGACCTCCTCCCGTACGACCGGCACCCATTCACAG

I i >

ANXA11-203 >
L L L 405 L L 410, L L 415 L L 420 L L L 425
M T G R D 1 E K S 1 C R E M S G D L E E G M L A \
ENSEOOOOO909278 S ] >
ANXA11-203

TCAGGTTTGCCGCCCACCTGCCAGGGGCTAACGTGTATCGTGAGTGTTCAGGCTGCTCGCCTGTCCTCCAGCTGATGGGTGACAC

AGTCCAAACGGCGGGTGGACGGTCCCCGATTGCACATAGCACTCACAAGTCCGACGAGCGGACAGGAGGTCGACTACCCACTGTG

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

CGTGAAGGGACCACAGGATCCAAGATCGCTCAGCCCAGAGTGTCCAGATGCTGGGAAGTCATGCTGCTTCCCGGTTCCCTGTGCA

GCACTTCCCTGGTGTCCTAGGTTCTAGCGAGTCGGGTCTCACAGGTCTACGACCCTTCAGTACGACGAAGGGCCAAGGGACACGT

I i >

ANXA11-203 >

ANXA11-203

GTTGAACCCCTAGCTGTCCTGGAGGTGTCTTGTGTGTGTTTGCGGTGCAGCTCTGGAGTAGGGAACTGCAGTGTGGGTATTAGTG

CAACTTGGGGATCGACAGGACCTCCACAGAACACACACAAACGCCACGTCGAGACCTCATCCCTTGACGTCACACCCATAATCAC

I —————. >

ANXA11-203 >

ANXA11-203

GGAGGGCATCCAACTGCGCTCCCGGAGGAGTATGACTCATATCCTGCCACGTTTCCTCTAAAAATACATCCCTGCAGGCAGTTGT

CCTCCCGTAGGTTGACGCGAGGGCCTCCTCATACTGAGTATAGGACGGTGCAAAGGAGATTTTTATGTAGGGACGTCCGTCAACA

A [

ANXA11-203 >

ANXA11-203

CAGATGTTTGTGATGGAAACACGTGGAAAGATTTTTACTTGCAGCAGCGAAACAGGCCCATGCTGAGGAAAGCTGGCTTGGCTCC

GTCTACAAACACTACCTTTGTGCACCTTTCTAAAAATGAACGTCGTCGCTTTGTCCGGGTACGACTCCTTTCGACCGAACCGAGG

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

AGGATGGTGGTGTGCCTCTTACATTGCCCATGTCCTCTAGCAGGGCCCTCCCACTGTGCAGAGTTGGGTCCCTGCCCTGAGGCCC

TCCTACCACCACACGGAGAATGTAACGGGTACAGGAGATCGTCCCGGGAGGGTGACACGTCTCAACCCAGGGACGGGACTCCGGG

I i >

ANXA11-203 >

ANXA11-203

14,110

14,195

14,280

14,365

14,450

14,535

14,620



TCACAACCCCTCTTTCTACTCACTTGGGAAAATCAGTCTGCCCCTTTTTTCATTATGCTTTTTTTGGAGCTTTCTGGATGGGAGA

AGTGTTGGGGAGAAAGATGAGTGAACCCTTTTAGTCAGACGGGGAAAAAAGTAATACGAAAAAAACCTCGAAAGACCTACCCTCT

I i >

ANXA11-203 >

ANXA11-203

GATGGAAAATCCTCATTTCCCTGCCTGTCCCCCATAGTAGGTCTCATGGCCTGGGAAGCCTAGGGAGATGCACATTCCACTCAGC

CTACCTTTTAGGAGTAAAGGGACGGACAGGGGGTATCATCCAGAGTACCGGACCCTTCGGATCCCTCTACGTGTAAGGTGAGTCG

I

ANXA11-203 >

ANXA11-203

CACGGTTTCTCCATGACGGTCATGGCCTCTCCAGTCTGCCCCTCCTGCCTGAGCAGCAGCACAGTTCCTCATCACCATCCACATT

GTGCCAAAGAGGTACTGCCAGTACCGGAGAGGTCAGACGGGGAGGACGGACTCGTCGTCGTGTCAAGGAGTAGTGGTAGGTGTAA

1/ S

ANXA11-203 >

ANXA11-203

GCTTCCCTGTGTAGCTCCTAGCCCCACTAAGACCCCCGCCCCTCTGACTCTTGGTCCTTTCACCGCAGTGGTTGCCAGGAAAGAG

CGAAGGGACACATCGAGGATCGGGGTGATTCTGGGGGCGGGGAGACTGAGAACCAGGAAAGTGGCGTCACCAACGGTCCTTTCTC

. . S >

ANXA11-203 >

ANXA11-203

GGTGGGTTGGTTTCCAGGCTTTGCGTGTTTCTGTTCCAAATAGCTGGAGCCAAGATCATGGGATAGTTGAGCCTGGAACAGAAGG

CCACCCAACCAAAGGTCCGAAACGCACAAAGACAAGGTTTATCGACCTCGGTTCTAGTACCCTATCAACTCGGACCTTGTCTTCC

I i >

ANXA11-203 >

ANXA11-203

AGGAGGAGAAAAGATGGATGCAGTGATGGGTTTGACATCTGGGCCTCTAAGAGGACACTTGTAGACTCCATGCCCTGCTTGGGCT

TCCTCCTCTTTTCTACCTACGTCACTACCCAAACTGTAGACCCGGAGATTCTCCTGTGAACATCTGAGGTACGGGACGAACCCGA

I

ANXA11-203 >

ANXA11-203

GAGAATTTTCTGCAGATCTGGTTATGCCGAGTTTCTCTCTTCTAGTGAAATGTCTCAAGAATACCCCAGCCTTCTTTGCGGAGAG

CTCTTAAAAGACGTCTAGACCAATACGGCTCAAAGAGAGAAGATCACTTTACAGAGTTCTTATGGGGTCGGAAGAAACGCCTCTC

1/ S

ANXA11-203 >

L., 430 ., ., ., 435 .,

\ K C L K N T P A F F A E R
------------------------------------- ENSE00000909277 >

ANXA11-203

14,705

14,790

14,875

14,960

15,045

15,130

15,215



GCTCAACAAGGCCATGAGGGTATGTAACTTCCATGTGCAGGTTGCGATGGAACCTTAGCCTCGCCTGTGCCTGGGACCAAGGGCT

CGAGTTGTTCCGGTACTCCCATACATTGAAGGTACACGTCCAACGCTACCTTGGAATCGGAGCGGACACGGACCCTGGTTCCCGA

I i >

ANXA11-203 >
440, ., ., ., 445
L N K A M R
ENSE00000909277 i e T T T Tl T TN I >
ANXA11-203

GAGGGCAGAAGGCCTGGGGAGAGCTAAATCTCAGCTGAGAGTTCCGAGGACCTGGGTAGGGAGGGGACTGGAGGGCCCAGGGCAG

CTCCCGTCTTCCGGACCCCTCTCGATTTAGAGTCGACTCTCAAGGCTCCTGGACCCATCCCTCCCCTGACCTCCCGGGTCCCGTC

- fvan________________________________________P

ANXA11-203 >

ANXA11-203

GTGGGAAGGTGAGGAGGCCTGGTGCTCATGCTCTTGGGTGGACTCTCTTTAGGGGGCAGGAACAAAGGACCGGACCCTGATTCGC

CACCCTTCCACTCCTCCGGACCACGAGTACGAGAACCCACCTGAGAGAAATCCCCCGTCCTTGTTTCCTGGCCTGGGACTAAGCG

I i >

ANXA11-203 >
L., 450, ., 455
G A G T K D R T L 1 R
------------------------------------------ ENSE00000909276 >
ANXA11-203

ATCATGGTGTCTCGCAGCGAGACCGACCTCCTGGACATCAGATCAGAGTATAAGCGGATGTACGGCAAGTCGCTGTACCACGACA

TAGTACCACAGAGCGTCGCTCTGGCTGGAGGACCTGTAGTCTAGTCTCATATTCGCCTACATGCCGTTCAGCGACATGGTGCTGT

1/ S

ANXA11-203 >
L L 460 L L 465 L L 470 L L 475 L L 480 L L L
1 M \ S R S E T D L L D 1 R S E Y K R M Y G K S L Y H D
ENSE00000909276 >
ANXA11-203

TCTCGGTACGGGCCTGCTGCAGGCCAACTGGGCTCCCTTTTGGCATCTCAGTCACCTGTGGAACCTCCCTCCTTGGAGTGGCCAT

AGAGCCATGCCCGGACGACGTCCGGTTGACCCGAGGGAAAACCGTAGAGTCAGTGGACACCTTGGAGGGAGGAACCTCACCGGTA

I —————. >

ANXA11-203 >
485
1 S
ENSE... I L >
ANXA11-203

ATGCTTGGCCTCTGTGCTGTGTGTGGGCATCTTGATTATGGACCTCGGACTTGTTCATCCCCTTGCCCTTAAACAGATTATAAAT

TACGAACCGGAGACACGACACACACCCGTAGAACTAATACCTGGAGCCTGAACAAGTAGGGGAACGGGAATTTGTCTAATATTTA

. . S >

ANXA11-203 >

ANXA11-203

TTCTGAGGGCAGGTGGATCATGACCTTGCTGTCGCCCCCACCTTGCATCCCCCAGCAGCATCAGAGAACACTCGGGACCTCCCCA

AAGACTCCCGTCCACCTAGTACTGGAACGACAGCGGGGGTGGAACGTAGGGGGTCGTCGTAGTCTCTTGTGAGCCCTGGAGGGGT

I i >

ANXA11-203 >

ANXA11-203

15,300

15,385

15,470

15,555

15,640

15,725

15,810



ACCTTGACCGTGACCTTCAGCGTTCCGATCACCGTGTGATTCCTTGATCTGTCAGTGAGAACTCATGTCCCAAAGGCTCTGTGGA

TGGAACTGGCACTGGAAGTCGCAAGGCTAGTGGCACACTAAGGAACTAGACAGTCACTCTTGAGTACAGGGTTTCCGAGACACCT

I i >

ANXA11-203 >

ANXA11-203

GCTCTGCTGTCACTCCCTGACAAAGCACTTCCTGCACTCAGCTTTATGGCGTAGGCCACATAGTAAGGCCGTTCAGAGCGAGGGC

CGAGACGACAGTGAGGGACTGTTTCGTGAAGGACGTGAGTCGAAATACCGCATCCGGTGTATCATTCCGGCAAGTCTCGCTCCCG

I

ANXA11-203 >

ANXA11-203

CCTGGGGGTCACGCCACTTGGAGTCCAGCTTTTCTACTTGCTAACTGTGTGACCTTGAATGGCTCCCTTAAATCTCCCTGAACCC

GGACCCCCAGTGCGGTGAACCTCAGGTCGAAAAGATGAACGATTGACACACTGGAACTTACCGAGGGAATTTAGAGGGACTTGGG

1/ S

ANXA11-203 >

ANXA11-203

CAGCTCCATTGTCTTTAAGATGAGAAAATAATCGTTCCTTCCTGGGAATGTTGTGAGTATTGAGTGAGGCAGTGCAGGTCAAGTG

GTCGAGGTAACAGAAATTCTACTCTTTTATTAGCAAGGAAGGACCCTTACAACACTCATAACTCACTCCGTCACGTCCAGTTCAC

. . S >

ANXA11-203 >

ANXA11-203

TCTATTAAACACTAGCCACAGTTGTATCGCTGTGTGGCAGAGCCAGTCTGACAAAATACATTCTCAGCTGTGTGGTCTAACGCTC

AGATAATTTGTGATCGGTGTCAACATAGCGACACACCGTCTCGGTCAGACTGTTTTATGTAAGAGTCGACACACCAGATTGCGAG

I i >

ANXA11-203 >

ANXA11-203

AAATTCTGAACTCACATGAGCCTTGCAATTGCACCATGGGGACCACGTCCTCCCACCTTAGACTCAGTAGCATTTGATGATGGTG

TTTAAGACTTGAGTGTACTCGGAACGTTAACGTGGTACCCCTGGTGCAGGAGGGTGGAATCTGAGTCATCGTAAACTACTACCAC

I

ANXA11-203 >

ANXA11-203

GGCATGTCATCACAGGAAACTCACTGTGTTTCCTTGGCTGTATGAATGAAGCTGTTGTTAGAGAATTAGTGATTCTAGGCTGGGC

CCGTACAGTAGTGTCCTTTGAGTGACACAAAGGAACCGACATACTTACTTCGACAACAATCTCTTAATCACTAAGATCCGACCCG

1/ S

ANXA11-203 >

ANXA11-203

15,895

15,980

16,065

16,150

16,235

16,320

16,405



ACAGTGGCTCACGCCTGTAATCCCAGCACTTTGGGAGGCTGAGGCAGGTGGATCATTTGAGGTCAGGAGTTCGAGACCAGCCTGG

TGTCACCGAGTGCGGACATTAGGGTCGTGAAACCCTCCGACTCCGTCCACCTAGTAAACTCCAGTCCTCAAGCTCTGGTCGGACC

I i >

ANXA11-203 >

ANXA11-203

CCAACAAGGTAAAACCCTGTCTCTACTAAAAATACAAAATTAGCTGGGCTTGCCTGTAATCCCAGCTAATTAGGTAGGCTGCGGC

GGTTGTTCCATTTTGGGACAGAGATGATTTTTATGTTTTAATCGACCCGAACGGACATTAGGGTCGATTAATCCATCCGACGCCG

I

ANXA11-203 >

ANXA11-203

AGGAGAATTGCTTGAACCCGGGAGACAGAGGTTGCAGTGAGCTGGGATCACGCCATTCCACTTCAGTCTTGGTGACAGAGTGAGA

TCCTCTTAACGAACTTGGGCCCTCTGTCTCCAACGTCACTCGACCCTAGTGCGGTAAGGTGAAGTCAGAACCACTGTCTCACTCT

1/ S

ANXA11-203 >

ANXA11-203

CTTCGTCTCAAAAAAAAAAAGAGAGTTAATAATTCATTACAGAGTATCTCCTGCATGCCAGCAAGCTATGGACATCTGGAAGAAG

GAAGCAGAGTTTTTTTTTTTCTCTCAATTATTAAGTAATGTCTCATAGAGGACGTACGGTCGTTCGATACCTGTAGACCTTCTTC

. . S >

ANXA11-203 >

ANXA11-203

CCACATGCCTTGCCCTCAAGTTGCTTAGGGTGGAAGGAAATGATTAGAAATGAGCCAAGCCGAGCCTGCACTCTTAGAGTAAGTG

GGTGTACGGAACGGGAGTTCAACGAATCCCACCTTCCTTTACTAATCTTTACTCGGTTCGGCTCGGACGTGAGAATCTCATTCAC

I i >

ANXA11-203 >

ANXA11-203

TAGTGGCCTCAGACAGAGGAGAGATCCCTGGGACCTGGGCAGTCTGAGCCTTCCACTGGACAGTCATGTGTGAGGAGATTGCATT

ATCACCGGAGTCTGTCTCCTCTCTAGGGACCCTGGACCCGTCAGACTCGGAAGGTGACCTGTCAGTACACACTCCTCTAACGTAA

I

ANXA11-203 >

ANXA11-203

TCCTGAGCAGGACACTGTGTTGCGTTACATTGGTAACCCCAATTTAAGGCAGCATAAATGCACTGGGAAAACAGCAATATTGGTT

AGGACTCGTCCTGTGACACAACGCAATGTAACCATTGGGGTTAAATTCCGTCGTATTTACGTGACCCTTTTGTCGTTATAACCAA

1/ S

ANXA11-203 >

ANXA11-203

16,490

16,575

16,660

16,745

16,830

16,915

17,000



AGCCCTGGGAAGTGGTTTTTAGGATGATTATAATTTTTTTTTGTGGGTATTCATTTGATGTGGATAGCTGGGGTGAGTGCTGCTT

TCGGGACCCTTCACCAAAAATCCTACTAATATTAAAAAAAAACACCCATAAGTAAACTACACCTATCGACCCCACTCACGACGAA

I i >

ANXA11-203 >

ANXA11-203

TCCGTCTTCTGATGGGGGCCTGGAGAAGGCTGAACTGCATTTTTTAAGGTCTGTGACGCCTGCTGCAGGACCTGCAGTGGGAGAA

AGGCAGAAGACTACCCCCGGACCTCTTCCGACTTGACGTAAAAAATTCCAGACACTGCGGACGACGTCCTGGACGTCACCCTCTT

I

ANXA11-203 >

ANXA11-203

AATTCCCCAGGGTGGGGCTTTCTCCCTATAAGGGTGCTCAGGGCTGAATATCAGGACCCAGAAGGCTGAAAGTGACTGTCCCTCC

TTAAGGGGTCCCACCCCGAAAGAGGGATATTCCCACGAGTCCCGACTTATAGTCCTGGGTCTTCCGACTTTCACTGACAGGGAGG

1/ S

ANXA11-203 >

ANXA11-203

CTTAACGGATGTCTTCCTTGTTTCTGTGGCCAGGGAGATACTTCAGGGGATTACCGGAAGATTCTGCTGAAGATCTGTGGTGGCA

GAATTGCCTACAGAAGGAACAAAGACACCGGTCCCTCTATGAAGTCCCCTAATGGCCTTCTAAGACGACTTCTAGACACCACCGT

. . S >

ANXA11-203 >
. . L 490 . . L 495 . . L 500 . .
G D T S G D Y R K I L L K I C G G
--------------------------- ENSE00001457270 >
ANXA11-203

ATGACTGAACAGTGACTGGTGGCTCACTTCTGCCCACCTGCCGGCAACACCAGTGCCAGGAAAAGGCCAAAAGAATGTCTGTTTC

TACTGACTTGTCACTGACCACCGAGTGAAGACGGGTGGACGGCCGTTGTGGTCACGGTCCTTTTCCGGTTTTCTTACAGACAAAG

A [

ANXA11-203 >

N D B

ENSE000...

ANXA11-203

TAACAAATCCACAAATAGCCCCGAGATTCACCGTCCTAGAGCTTAGGCCTGTCTTCCACCCCTCCTGACCCGTATAGTGTGCCAC

ATTGTTTAGGTGTTTATCGGGGCTCTAAGTGGCAGGATCTCGAATCCGGACAGAAGGTGGGGAGGACTGGGCATATCACACGGTG

I i >

ANXA11-203 >

AGGACCTGGGTCGGTCTAGAACTCTCTCAGGATGCCTTTTCTACCCCATCCCTCACAGCCTCTTGCTGCTAAAATAGATGTTTCA

TCCTGGACCCAGCCAGATCTTGAGAGAGTCCTACGGAAAAGATGGGGTAGGGAGTGTCGGAGAACGACGATTTTATCTACAAAGT

I

ANXA11-203 >

TTTTTCTGACTCATGCAATCATTCCCCTTTGCCTGTGGCTAAGACTTGGCTTCATTTCGTCATGTAATTGTATATTTTTATTTGG

AAAAAGACTGAGTACGTTAGTAAGGGGAAACGGACACCGATTCTGAACCGAAGTAAAGCAGTACATTAACATATAAAAATAAACC

1/ S

ANXA11-203 >

17,085

17,170

17,255

17,340

17,425

17,510

17,595

17,680



AGGCATATTTTCTTTTCTTACAGTCATTGCCAGACAGAGGCATACAAGTCTGTTTGCTGCATACACATTTCTGGTGAGGGCGACT

TCCGTATAAAAGAAAAGAATGTCAGTAACGGTCTGTCTCCGTATGTTCAGACAAACGACGTATGTGTAAAGACCACTCCCGCTGA

I i >

ANXA11-203 >

GGGTGGGTGAAGCACCGTGTCCTCGCTGAGGAGAGAAAGGGAGGCGTGCCTGAGAAGGTAGCCTGTGCATCTGGTGAGTGTGTCA

CCCACCCACTTCGTGGCACAGGAGCGACTCCTCTCTTTCCCTCCGCACGGACTCTTCCATCGGACACGTAGACCACTCACACAGT

I

ANXA11-203 >

CGAGCTTTGTTACTGCCAAACTCACTCCTTTTTAGAAAAAACAAAAAAAAAGGGCCAGAAAGTCATTCCTTCCATCTTCCTTGCA

GCTCGAAACAATGACGGTTTGAGTGAGGAAAAATCTTTTTTGTTTTTTTTTCCCGGTCTTTCAGTAAGGAAGGTAGAAGGAACGT

1/ S

ANXA11-203 >

GAAACCACGAGAACAAAGCCAGTTCCCTGTCAGTGACAGGGCTTCTTGTAATTTGTGGTATGTGCCTTAAACCTGAATGTCTGTA

CTTTGGTGCTCTTGTTTCGGTCAAGGGACAGTCACTGTCCCGAAGAACATTAAACACCATACACGGAATTTGGACTTACAGACAT

. . S >

ANXA11-203 >

GCCAAAACTTGTTTCCACATTAAGAGTCAGCCAGCTCTGGAATGGTCTGGAAATGTCTTCCTGGTACCAACTTGTTTTCTTCTGC

CGGTTTTGAACAAAGGTGTAATTCTCAGTCGGTCGAGACCTTACCAGACCTTTACAGAAGGACCATGGTTGAACAAAAGAAGACG

I i >

ANXA11-203 >

TTGATTCTGCCCTGTGGCTCAGAGGTCTGGCCTTATCAGCCAGTGAAAGTTCATGTAACCTTACGTAGAGATTTGTGTGCAGGAA

AACTAAGACGGGACACCGAGTCTCCAGACCGGAATAGTCGGTCACTTTCAAGTACATTGGAATGCATCTCTAAACACACGTCCTT

I

ANXA11-203 >

ACCCTGAGCATACACTAGTTTGCAGGGACTCGTAAGGACATGGGAAGGGAGGTTCCCGAAATCCAGGCAGGAGGCCCAGACACCT

TGGGACTCGTATGTGATCAAACGTCCCTGAGCATTCCTGTACCCTTCCCTCCAAGGGCTTTAGGTCCGTCCTCCGGGTCTGTGGA

1/ S

ANXA11-203 >

GAAAGGCAAAGGGATCTTGGTTGGTTGCAGGTGCAGTGAAGTCCACTGAAGGTGTGGTGCGAAGAATGCAGTCCTTCACCCAGGT

CTTTCCGTTTCCCTAGAACCAACCAACGTCCACGTCACTTCAGGTGACTTCCACACCACGCTTCTTACGTCAGGAAGTGGGTCCA

. . S >

ANXA11-203 >

CCCAGGAGGGAAGAAGGGTGTGTGCTAATTCCTGGTGCCCCTCGGCGGGGGCCAGAGAGAAGGATGGGGACAACCCAGAGAGTCA

GGGTCCTCCCTTCTTCCCACACACGATTAAGGACCACGGGGAGCCGCCCCCGGTCTCTCTTCCTACCCCTGTTGGGTCTCTCAGT

I i >

ANXA11-203 >

CAAGACCAGTGCCTCCCCTCAGGGTGCCTCCAGGCTGAAAGGGGCTCCTGGCTCTGGTCTCTGGGGACCCTGTGCCCGTTGGTTG

GTTCTGGTCACGGAGGGGAGTCCCACGGAGGTCCGACTTTCCCCGAGGACCGAGACCAGAGACCCCTGGGACACGGGCAACCAAC

I

ANXA11-203 >

17,765

17,850

17,935

18,020

18,105

18,190

18,275

18,360

18,445

18,530



GTGGTGTGAGGGAAGAGAATCCATAAGAGAGTTTCTGAGAATTATGGTGTCATGTCCAGAAGCTAGAGCTTACCTTGCATCAGGG

CACCACACTCCCTTCTCTTAGGTATTCTCTCAAAGACTCTTAATACCACAGTACAGGTCTTCGATCTCGAATGGAACGTAGTCCC

I i >

ANXA11-203 >

GTCTCCACCCACTCCTTTTCCAACCTCCTGCGTTGAGGTTTAGAAAAGAGAGAATCGACTAGGCACTATGGCTCACGCCTGTAAT

CAGAGGTGGGTGAGGAAAAGGTTGGAGGACGCAACTCCAAATCTTTTCTCTCTTAGCTGATCCGTGATACCGAGTGCGGACATTA

I

ANXA11-203 >

CCAAGGACTTTGGGAAGCTGAGGTGAGAGGATCACTTGAGCTCAGGAGTTCAAGACTAGCCTAGCCAACAGCGAGACCCCTGTCT

GGTTCCTGAAACCCTTCGACTCCACTCTCCTAGTGAACTCGAGTCCTCAAGTTCTGATCGGATCGGTTGTCGCTCTGGGGACAGA

1/ S

ANXA11-203 >

CTACTAAAAAATTTGGCCAGGCGTGGTGGCTCACGGCTGTAATCCCAGCACTTTGGGAGGTGAGGCGGGCAGATCACCTGAGGTC

GATGATTTTTTAAACCGGTCCGCACCACCGAGTGCCGACATTAGGGTCGTGAAACCCTCCACTCCGCCCGTCTAGTGGACTCCAG

. . S >

ANXA11-203 >

AGGAGTTCGAGACCCAGCCTGGCCAACATGGTGAAACCCCATCTCTACTAAAAATACAAAAATTAGCCAGGCATGGTGGCACATT

TCCTCAAGCTCTGGGTCGGACCGGTTGTACCACTTTGGGGTAGAGATGATTTTTATGTTTTTAATCGGTCCGTACCACCGTGTAA

I i >

ANXA11-203 >

CCTGTAATCCCAGCTACACAGGATGCTGAGGCAGGAGAATCACTTGAACCCAGGAGGCAGAGGTTGTAGTGAGCTGAGATCACAC

GGACATTAGGGTCGATGTGTCCTACGACTCCGTCCTCTTAGTGAACTTGGGTCCTCCGTCTCCAACATCACTCGACTCTAGTGTG

I

ANXA11-203 >

CATTGCACTTCAACCTGGGTGGACAGAGTGAGACTCTGTCTCAAAAAAAAAAAAAAATTTACCTGGCATTGTAGTGCATTCCCTA

GTAACGTGAAGTTGGACCCACCTGTCTCACTCTGAGACAGAGTTTTTTTTTTTTTTTAAATGGACCGTAACATCACGTAAGGGAT

1/ S

ANXA11-203 >

TAGTCGGCTACTCTGGAGGCTGAGGCAGGAAGATCCTTAGAGCCCAAGAAATTGAGGCCGTAGTAAGCTGTGATTACACCACTGC

ATCAGCCGATGAGACCTCCGACTCCGTCCTTCTAGGAATCTCGGGTTCTTTAACTCCGGCATCATTCGACACTAATGTGGTGACG

. . S >

ANXA11-203 >

ACTCCAGCCTGGACAACAGAGCGAGACCTTGTCTCAAATGAGAAAAAAACAAAAAGAAATGGGAGAATCCAGAGAGACTAGGCTA

TGAGGTCGGACCTGTTGTCTCGCTCTGGAACAGAGTTTACTCTTTTTTTGTTTTTCTTTACCCTCTTAGGTCTCTCTGATCCGAT

I i >

ANXA11-203 >

GATCAAGCCTGCTGGGTCCTGGCAGGAGCCCCAGGGAGTAGCTCATCTGCAGACATTTGCTTGAGGACTACCCCCTAAACATAAA

CTAGTTCGGACGACCCAGGACCGTCCTCGGGGTCCCTCATCGAGTAGACGTCTGTAAACGAACTCCTGATGGGGGATTTGTATTT

I

ANXA11-203 >

18,615

18,700

18,785

18,870

18,955

19,040

19,125

19,210

19,295

19,380



GGAAGAATGACATCCGAAGGGTGTGGAGCAGCCATGAGCTGAGAACTAGCCTGGTCTACCTGAGATTGATGGCAGGTCCTGGTCA

CCTTCTTACTGTAGGCTTCCCACACCTCGTCGGTACTCGACTCTTGATCGGACCAGATGGACTCTAACTACCGTCCAGGACCAGT

I i >

ANXA11-203 >

ACACGTCAGCTCTGCGTCAGAGTCCATGCCTCAAGCCCAAGCTGAAGCCCCATCCCTGCTGCTCTCCCAAGAACTCCTCTGCTAG

TGTGCAGTCGAGACGCAGTCTCAGGTACGGAGTTCGGGTTCGACTTCGGGGTAGGGACGACGAGAGGGTTCTTGAGGAGACGATC

I

ANXA11-203 >

GGCAGGCCCCTTGCCCTTGGGTGCCAGGTGGGACCTGCCTGATGGGATGGGGTGCTTGGCATATACAACTTGCCATGAACTCAAG

CCGTCCGGGGAACGGGAACCCACGGTCCACCCTGGACGGACTACCCTACCCCACGAACCGTATATGTTGAACGGTACTTGAGTTC

1/ S

ANXA11-203 >

GTGACCCTGGGGGCCTCCTGAATTGTGATGGGGCCTAGAACCAATGTGCTCTGATGTGACCATATTCTGTGACATTACCTTGCCC

CACTGGGACCCCCGGAGGACTTAACACTACCCCGGATCTTGGTTACACGAGACTACACTGGTATAAGACACTGTAATGGAACGGG

. . S >

ANXA11-203 >

TGTTTACTCCAAAGTTCCCAGCCTGGTGCCCAGCAGGCAATATTGCACCTACAGACACATTTACTTTGGTTTCCAAAGTGTTTTT

ACAAATGAGGTTTCAAGGGTCGGACCACGGGTCGTCCGTTATAACGTGGATGTCTGTGTAAATGAAACCAAAGGTTTCACAAAAA

I i >

ANXA11-203 >

AGACATTTGAATTTGTTGCCAACATTTAAACATTGAGAGATTTCATATTTTTAAAAATCTGGAATTCTGGCTTCTCTTGAAAACT

TCTGTAAACTTAAACAACGGTTGTAAATTTGTAACTCTCTAAAGTATAAAAATTTTTAGACCTTAAGACCGAAGAGAACTTTTGA

I

ANXA11-203 >

CAGAAATTCTGGCACTATGGGGCTTGCATTCCTGCATGGCTGGAGCTGAGTTGCAGCTGCCCCTTTAGGCCTGTACTCCTTATTT

GTCTTTAAGACCGTGATACCCCGAACGTAAGGACGTACCGACCTCGACTCAACGTCGACGGGGAAATCCGGACATGAGGAATAAA

1/ S

ANXA11-203 >

GCTATAGGCTCCGTCTTGTATTACACTAAGCCCATGTCACCCATTTGGCTCCTGCAGGCCTTTGGGTTTGAGACCCTGGTCTACA

CGATATCCGAGGCAGAACATAATGTGATTCGGGTACAGTGGGTAAACCGAGGACGTCCGGAAACCCAAACTCTGGGACCAGATGT

. . S >

ANXA11-203 >

CACTTGGAGACCACCTGTTGTAAAGTACATGGATGTGCTTTGGTCAAGGAATAGACCAAGGTGGATATCCAGGCCAGAGTGACTC

GTGAACCTCTGGTGGACAACATTTCATGTACCTACACGAAACCAGTTCCTTATCTGGTTCCACCTATAGGTCCGGTCTCACTGAG

I i >

ANXA11-203 >

AGCGAGTTTAGGTCACAGGCGTATACTCCACTTGTTATATAACCTGCTTGTGTAAGTTCATACTTGGCTCAAAGCCACTATTGTT

TCGCTCAAATCCAGTGTCCGCATATGAGGTGAACAATATATTGGACGAACACATTCAAGTATGAACCGAGTTTCGGTGATAACAA

I

ANXA11-203 >

19,465

19,550

19,635

19,720

19,805

19,890

19,975

20,060

20,145

20,230



TGGAAAAGGTATAACTGCCCTGCTGACGCTGTACAGATGTTCTTGGGCTCGGATGGGCATGGCTCCACGTGGTGTGCACTAGCAC

ACCTTTTCCATATTGACGGGACGACTGCGACATGTCTACAAGAACCCGAGCCTACCCGTACCGAGGTGCACCACACGTGATCGTG

I i >

ANXA11-203 >

CCAGAGAGAGTGAAGCTATTGACCCCTGTAAGGGAGAGTGACCATCTGGCAGATAGATAGAGGGGAGCCAGGACATGGCTCAGCT

GGTCTCTCTCACTTCGATAACTGGGGACATTCCCTCTCACTGGTAGACCGTCTATCTATCTCCCCTCGGTCCTGTACCGAGTCGA

I

ANXA11-203 >

TGTGCCCAGAGGGAGAGTTAAGCCGCTGACCCTGTAGCCAGGGAGTGCACCTGCAAGCATGGGGGTGGCAGGAGCCACAGAGCTG

ACACGGGTCTCCCTCTCAATTCGGCGACTGGGACATCGGTCCCTCACGTGGACGTTCGTACCCCCACCGTCCTCGGTGTCTCGAC

1/ S

ANXA11-203 >

GCTGCTGAGAGGAGCTGCAGATCTGGAGAAGACAGCCTAGGTAAAGGTGGACAGTGTGAGAGCTGCTGATGAGATAGCTGCTGAA

CGACGACTCTCCTCGACGTCTAGACCTCTTCTGTCGGATCCATTTCCACCTGTCACACTCTCGACGACTACTCTATCGACGACTT

. . S >

ANXA11-203 >

TAAAACTACATTTTACCTGCCTATGGCCCGCCAGGTTTTCTTTCAGCTATCGCCCATCCACCCAGTCCCCTCGAACCTCAGCATG

ATTTTGATGTAAAATGGACGGATACCGGGCGGTCCAAAAGAAAGTCGATAGCGGGTAGGTGGGTCAGGGGAGCTTGGAGTCGTAC

I i >

ANXA11-203 >

GGCTGGAACCTGACCCTGGGCATGACATTTGGCATAGTTGTGGACCTGACACCTGTGTTTGTCCTAGTCCTGTTTCTCCCTGCCT

CCGACCTTGGACTGGGACCCGTACTGTAAACCGTATCAACACCTGGACTGTGGACACAAACAGGATCAGGACAAAGAGGGACGGA

I

ANXA11-203 >

TCCTGTTCCTCTCGCTGCCCTCATGGTCACTCCCAAGAGATCCAACCCATGTTAAGTATGGGCTGGAGGACTGCATGAATGCCTC

AGGACAAGGAGAGCGACGGGAGTACCAGTGAGGGTTCTCTAGGTTGGGTACAATTCATACCCGACCTCCTGACGTACTTACGGAG

1/ S

ANXA11-203 >

ATGATCTTCCCAGAGGCAAAGGCACCTACTGCCTTCCAAGGTCAGTGGGAGGTTGGGATCAACACTGTTTATTATGCTTAGGACA

TACTAGAAGGGTCTCCGTTTCCGTGGATGACGGAAGGTTCCAGTCACCCTCCAACCCTAGTTGTGACAAATAATACGAATCCTGT

. . S >

ANXA11-203 >

AAAAAGATAGGGAGAAAGATGTGCAACCTTACAGGTCATCTTTCTGGGATAGAACACAATGGGTCTTCTCCTGCCTCCTGGATAT

TTTTTCTATCCCTCTTTCTACACGTTGGAATGTCCAGTAGAAAGACCCTATCTTGTGTTACCCAGAAGAGGACGGAGGACCTATA

I i >

ANXA11-203 >

GTTAGTCAAGGCCAGTCCATGCTACACATCTAGTCTGACTTCTAAAATAGAAGCACCAGATGAATTCAGCCCTGAGAGAATTTTC

CAATCAGTTCCGGTCAGGTACGATGTGTAGATCAGACTGAAGATTTTATCTTCGTGGTCTACTTAAGTCGGGACTCTCTTAAAAG

I

ANXA11-203 >

20,315

20,400

20,485

20,570

20,655

20,740

20,825

20,910

20,995

21,080



AGCAGCTGTGGGGGCGCTGGAGGAAACACTATTAAATAGTTTTGCACCTGAGACAGATAGCCTCACTCGCCTCACCCTAGTCCTG

TCGTCGACACCCCCGCGACCTCCTTTGTGATAATTTATCAAAACGTGGACTCTGTCTATCGGAGTGAGCGGAGTGGGATCAGGAC

I i >

ANXA11-203 >

GTGGCATTTGTCTCAGGTGCAAAATTTAAGAAAGAAACCTTGGAGTGCTCACCCTGTGGCTGGGTAGATGGTCCTAAAGTGGTGG

CACCGTAAACAGAGTCCACGTTTTAAATTCTTTCTTTGGAACCTCACGAGTGGGACACCGACCCATCTACCAGGATTTCACCACC

I

ANXA11-203 >

TTTTCAAGCCTGAGTGTGTATCAGGATCATCAGGGGAGCTTGCTAAAGAGCAGTTCCTGCGGTCAGACCCTCATGCATTTTGAGC

AAAAGTTCGGACTCACACATAGTCCTAGTAGTCCCCTCGAACGATTTCTCGTCAAGGACGCCAGTCTGGGAGTACGTAAAACTCG

1/ S

ANXA11-203 >

AGGTGTGGGGACTGGGAAACTGCATCTGTAACCTGCTGTAATCTAACGCTTATCTAAATACTACTGTGCTCACACAGAGAACACC

TCCACACCCCTGACCCTTTGACGTAGACATTGGACGACATTAGATTGCGAATAGATTTATGATGACACGAGTGTGTCTCTTGTGG

. . S >

ANXA11-203 >

GCAAAAGTAGAGGTGTTCCTCCAGAGGGCAGGTGAGCAGATGGCACAGTCTGCTTGGAATTCAGTCAGGTGATGAGAGATGAGAT

CGTTTTCATCTCCACAAGGAGGTCTCCCGTCCACTCGTCTACCGTGTCAGACGAACCTTAAGTCAGTCCACTACTCTCTACTCTA

I i >

ANXA11-203 >

GAGGCACTCCTAGCTTTGGGAAGAGGGAGCTGAAAGATGAACCTTTGCAGGTGCCCACGGTCAAAGTGGTGGTTTAATGCCATGC

CTCCGTGAGGATCGAAACCCTTCTCCCTCGACTTTCTACTTGGAAACGTCCACGGGTGCCAGTTTCACCACCAAATTACGGTACG

I

ANXA11-203 >

CATGCCCATTTTCTGTTGGCCTTGGCAGGGAGTTACAGCCCTACCTTAGGACCTGGCTCCTTATTTCTGCTGTAGGCTCTTTCCT

GTACGGGTAAAAGACAACCGGAACCGTCCCTCAATGTCGGGATGGAATCCTGGACCGAGGAATAAAGACGACATCCGAGAAAGGA

1/ S

ANXA11-203 >

GCCCTGGCCGAGATGGAGTGGAATGAGACCTAGAAACATCAAGCTAAATACATGTCCTCAGAAAGATAAAGGTTTACATTTTCAC

CGGGACCGGCTCTACCTCACCTTACTCTGGATCTTTGTAGTTCGATTTATGTACAGGAGTCTTTCTATTTCCAAATGTAAAAGTG

. . S >

ANXA11-203 >

CCCCATCAAATCTGAAAGCTCTCTGCCTGTGTTTTTCTAAGGGATAGGGACATCATTACTCAGTCCACAACCTGGACTCATGTAG

GGGGTAGTTTAGACTTTCGAGAGACGGACACAAAAAGATTCCCTATCCCTGTAGTAATGAGTCAGGTGTTGGACCTGAGTACATC

I i >

ANXA11-203 >

GGTCCCCTGTCAGTAAAGGAGTCAGTCAAGCCCACCAGGTATACCAAGGACTCTTACCCTCAGCCCCTACTCCTTGGAAAGCTGC

CCAGGGGACAGTCATTTCCTCAGTCAGTTCGGGTGGTCCATATGGTTCCTGAGAATGGGAGTCGGGGATGAGGAACCTTTCGACG

I

ANXA11-203 >

21,165

21,250

21,335

21,420

21,505

21,590

21,675

21,760

21,845

21,930



CCCTTGGCCTAATATTGGTGTTTAGCTTGAGCCTGACTCCTTCTCAACACTAAGAGCTGATGAAGTCCTGAAGCAGAAAGAGCTC

GGGAACCGGATTATAACCACAAATCGAACTCGGACTGAGGAAGAGTTGTGATTCTCGACTACTTCAGGACTTCGTCTTTCTCGAG

I i >

ANXA11-203 >

TGACCTGAGAGTCAAACATCCTTATTCTGATCTCAGCTCAGCCCCTGATTTGTTGTGTGACCCTGGATATGTCACTTCCTGTCTT

ACTGGACTCTCAGTTTGTAGGAATAAGACTAGAGTCGAGTCGGGGACTAAACAACACACTGGGACCTATACAGTGAAGGACAGAA

I

ANXA11-203 >

TTTGACTTTTTAAAATGAAGGGTAGACTAGAGGAGAGCTTCTAAAACTTTAATGTGGTCAACGAAATGGAATAGGAAATTCCACA

AAACTGAAAAATTTTACTTCCCATCTGATCTCCTCTCGAAGATTTTGAAATTACACCAGTTGCTTTACCTTATCCTTTAAGGTGT

1/ S

ANXA11-203 >

AGTCTGTCCTTCCACAAAAGCAGCAAATAAGGTGGCAAAAACTCAAATTTATGGGAACTCTGGAAACGAATTGAAAGTTTACAGC

TCAGACAGGAAGGTGTTTTCGTCGTTTATTCCACCGTTTTTGAGTTTAAATACCCTTGAGACCTTTGCTTAACTTTCAAATGTCG

. . S >

ANXA11-203 >
AATCAGGTGAATACCTAAGAATAAAAGCTGGATTTAGTAAGA 3
22,312
TTAGTCCACTTATGGATTCTTATTTTCGACCTAAATCATTCT 5

ANXA11-203 >

22,015

22,100

22,185

22,270



Feature Location Size 0 +* Type

ANXA11 1 .. 22,312 22,312 bp [} -+ gene
/note = gene ENSG00000122359

Protein coding
ANXA11-202 1 .. 22,312 22,312 bp [m] — prim_transcript
/note = primary transcript ENST00000372231
ANXA11-203 1 .. 22,312 22,312 bp [} = prim_transcript
/note = primary transcript ENST00000422982
ANXA11-205 1 .. 22,312 22,312 bp [} -+ prim_transcript
/note = primary transcript ENST00000438331
ANXA11-208 1 .. 367 367 bp [} -+ prim_transcript
/note = primary transcript ENST00000463657

protein_coding_CDS_not_defined
ANXA11-204 180 .. 4121 3942 bp [m] —+ prim_transcript
/note = primary transcript ENST00000437799
ANXA11-201 330 .. 18,077 17,748 bp [} —+ prim_transcript
/note = primary transcript ENST00000265447
ANXA11-202 340 .. 17,348 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 *

ANXA11-203 340 .. 17,348 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 *

ANXA11-205 340 .. 17,348 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

ANXA11-204 340 .. 4121 3782 bp ] —* CDS
F 3 segments = 450 bp

/note = coding sequence ENSP00000414642

/translation = MSYPGYPPPPGGYPPAAP,GGGPWGGAAYPPPPSMPPIGLDNVATYAGQFNQDYLSGM,AANMSGTFGGANMPNLYPGAPGAGYPPVPPG
GFGQPPSAQQPVPPYGMYPPPGGNPPSRMPSYPPYPGAPVPGQPMPPPGQQPPGAYPGQPPV
150 amino acids = 15.0 kDa

Donor Template SNV -> REV 2278 .. 2377 100 bp [} H misc_feature

ANXA11-201 2330 .. 17,348 15,019 bp =] —+ CDS

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 2337 .. 2339 3 bp O H misc_feature
Protospacer Sequence 2340 .. 2359 20 bp -] H misc_feature

/translation



Feature Location Size 0 = Type

SNV 2342 .. 2342 1 bp (m] Lo misc_feature
/note = REV =G

SNV =A
ANXA11-210 4114 .. 6802 2689 bp =] —+ prim_transcript
/note = primary transcript ENST00000481805

Retained intron
ANXA11-206 11,189 .. 17,561 6373 bp =] —+ prim_transcript
/note = primary transcript ENST00000447489
ANXA11-206 11,189 .. 16,792 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 15,183 .. 17,613 2431 bp [m] —+ prim_transcript

/translation

/note = primary transcript ENST00000463340
protein_coding_CDS_not_defined



Primer Length
PCR Reverse 20-mer
/sequence = TCATGTGGTCTGTGGTGTCC

55% GC / 6146.0 Da
Donor Template SNV -> REV 100-mer

/sequence =

6G%BGELC AGOLZ40.8 Da
gRNA Protospacer 20-mer
/sequence = GGCCACGTTATCCAGCCTGA

60% GC / 6078.0 Da
PCR Forward 21-mer
/sequence = GCAGAAGCCTGATGAAAACCC

52% GC / 6433.3 Da
Sanger Sequencing 21-mer

GCAGAAGCCTGATGAAAACCC
52% GC / 6433.3 Da

/sequence

L

Binding Sites
2143 .. 2162
2278 .. 2377

2343 ..

2545 ..

2545 ..

2359

2565

2565

—_

—_

“=

-—

-—

Tm Date Added

59°C Jan 10, 2023

85°C Jan 10, 2023

gctttcagGTGGTGGTCCCTGGGGAGGTGCTGCCTACCCTCCTCCGCCCAGCATGCCCCCCATCGGGCTGGATAACGTGGCCACCTATG

57°C Jan 10, 2023

58°C Jan 10, 2023

58°C Jan 10, 2023



